ELSEVIER

Biophysical Chemistry 115 (2005) 303-308

Biophysical
Chemistry

http://www.elsevier.com/locate/biophyschem

Subject Index to Volume 115

Ab initio prediction
Protein folding; Tertiary structure prediction; Fragment assembly; Global
optimization; Parameter optimization (Lee, J. (115) 209)

Activated dynamics
Complex systems; Biopolymer folding; Molecular dynamics; Glassy
systems; Hierarchical systems; Ultrametric spaces; Relaxation (Appigna-
nesi, G.A. (115) 129)

Activation dynamics
Protein folding; Energy landscape (Bongini, L. (115) 145)

AFM
AuNPs; MNPs; Symmetric PCR; Asymmetric PCR; Nanostructured
aggregates (Shen, H.B. (115) xxx)

Aggregation
Poly(L-lysine); Poly(D-lysine); Conformational transitions; Self-assembly;
Amyloid; Beta-sheet (Dzwolak, W. (115) xxx)

Amino acids
Classification; Potential and substitution matrices (Esteve, J.G. (115) 177)

Amyloid
Poly(L-lysine); Poly(D-lysine); Conformational transitions; Self-assembly;
Aggregation; Beta-sheet (Dzwolak, W. (115) xxx)

Antibodies
Cryo-electron tomography; Statistical mechanics; Dynamics; Encounter
rate; Anticooperativity (Bongini, L. (115) 235)

Anticooperativity
Cryo-electron tomography; Antibodies; Statistical mechanics; Dynamics;
Encounter rate (Bongini, L. (115) 235)

Asymmetric PCR
AuNPs; MNPs; AFM; Symmetric PCR; Nanostructured aggregates (Shen,
H.B. (115) xxx)

ATP hydrolysis

Molecular dynamics (MD) simulation; Myosin motor domain; Collective
intra-molecular motions of atom; Principal component analysis (Kawakubo,
T. (115) xxx)

AuNPs
MNPs; AFM; Symmetric PCR; Asymmetric PCR; Nanostructured
aggregates (Shen, H.B. (115) xxx)

(beta-alpha)s TIM Barrel

HMG-CoA lyase (HL); HMGCL; Exon skipping; Splicing variants;
3-Hydroxy-3-methylgluraric aciduria (Puisac, B. (115) 241)

doi:10.1016/S0301-4622(05)00027-X

Beta-sheet
Poly(L-lysine); Poly(D-lysine); Conformational transitions; Self-assembly;
Aggregation; Amyloid (Dzwolak, W. (115) xxx)
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Circular dichroism

Enzyme I of the bacterial phosphoenol pyruvate:sugar phosphotransferase
system; Fourier transform infrared spectroscopy; Thermal unfolding
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NAD(P)"/H; Ferredoxin-NADP" reductase (Martinez-Filvez, M. (115)
219)
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hydrolysis; Principal component analysis (Kawakubo, T. (115) xxx)
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(Wu, D. (115) xxx)
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ativity (Bongini, L. (115) 235)
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Disorder
Spin glasses; Quantum effects; Frustration; Heisenberg model (Arrachea, L.
(115) 135)
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Cytoskeleton (Glade, N. (115) xxx)

Distance criterium
Protein folding; Poisson equation; Poisson—Boltzmann equation; Potential
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(Besker, N. (115) 139)
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Knowledge-based potentials; Protein—ligand binding (Ruvinsky, A.M.
(115) 255)

Drug design
Small molecule binding; Helicobacter pylori; Flavodoxin; Protein stability;
Protein cavity (Cremades, N. (115) 267)
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rate; Anticooperativity (Bongini, L. (115) 235)
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(115) 145)
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Circular dichroism; Fourier transform infrared spectroscopy; Thermal
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Meningitis contagion; Neisseria meningitidis; Outbreak (Guinea, F. (115)
181)

Escherichia coli
Formate hydrogen lyase; [NiFe] Hyc hydrogenase; Ion exchange-coupled
proton translocation; Fermentation (Hakobyan, M. (115) xxx)



Subject Index to Volume 115 305

Exon skipping
HMG-CoA lyase (HL); (beta-alpha)s TIM Barrel; HMGCL; Splicing
variants; 3-Hydroxy-3-methylgluraric aciduria (Puisac, B. (115) 241)

Extreme binding affinity
Thermodynamics; Binding equilibrium; Isothermal titration calorimetry
(Velazquez Campoy, A. (115) 115)
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Formate hydrogen lyase; [NiFe] Hyc hydrogenase; Ion exchange-coupled
proton translocation; Escherichia coli (Hakobyan, M. (115) xxx)
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Coenzyme specificity; NAD(P)'/H (Martinez-Julvez, M. (115) 219)
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PNP; Guanine; Stopped-flow; Numerical integration (Dlugosz, M. (115)
XXX)
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Protein folding; Computer simulation (Kim, S.-Y. (115) 195)

Formate hydrogen lyase
[NiFe] Hyc hydrogenase; Ion exchange-coupled proton translocation;
Fermentation; Escherichia coli (Hakobyan, M. (115) xxx)

Fourier transform infrared spectroscopy

Circular dichroism; Enzyme I of the bacterial phosphoenol pyruvate:sugar
phosphotransferase system; Thermal unfolding (Hurtado-Gomez, E. (115)
229)

Fragment assembly
Protein folding; Tertiary structure prediction; Ab initio prediction; Global
optimization; Parameter optimization (Lee, J. (115) 209)

Frustration
Spin glasses; Quantum effects; Disorder; Heisenberg model (Arrachea, L.
(115) 135)
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Chromatin structure; DNA folding; Low-resolution molecular model
(Besker, N. (115) 139)

Gene expression models
Complex networks; Robustness (Gomez-Gardefies, J. (115) 225)

Genetic algorithm
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Glassy systems

Complex systems; Biopolymer folding; Activated dynamics; Molecular
dynamics; Hierarchical systems; Ultrametric spaces; Relaxation
(Appignanesi, G.A. (115) 129)

Global optimization
Protein folding; Tertiary structure prediction; Ab initio prediction; Fragment
assembly; Parameter optimization (Lee, J. (115) 209)

Guanine
PNP; Fluorescence; Stopped-flow; Numerical integration (Dlugosz, M.
(115) xxx)

Heisenberg model
Spin glasses; Quantum effects; Disorder; Frustration (Arrachea, L. (115)
135)

Helicobacter pylori
Small molecule binding; Flavodoxin; Drug design; Protein stability; Protein
cavity (Cremades, N. (115) 267)

Hierarchical systems

Complex systems; Biopolymer folding; Activated dynamics; Molecular
dynamics; Glassy systems; Ultrametric spaces; Relaxation (Appignanesi,
G.A. (115) 129)

HMGCL
HMG-CoA lyase (HL); (beta-alpha)g TIM Barrel; Exon skipping; Splicing
variants; 3-Hydroxy-3-methylgluraric aciduria (Puisac, B. (115) 241)

HMG-CoA lyase (HL)
(beta-alpha); TIM Barrel; HMGCL; Exon skipping; Splicing variants;
3-Hydroxy-3-methylgluraric aciduria (Puisac, B. (115) 241)

Homology modeling
Normal mode analysis; Protein evolution (Leo-Macias, A. (115) 125)

Malaria; Plasmodium falciparum; pfSHMT; Molecular dynamics (Franga,
T.C.C. (115) xxx)

Hydrogen bond
Protein folding; Protein—ligand; Protein—protein interaction; Hydrophobic
interaction (Cooper, A. (115) 89)

Hydrophobic interaction
Protein folding; Protein—ligand; Protein—protein interaction; Hydrogen
bond (Cooper, A. (115) 89)

3-Hydroxy-3-methylgluraric aciduria
HMG-CoA lyase (HL) (beta-alpha)s TIM Barrel; HMGCL; Exon skipping;
Splicing variants (Puisac, B. (115) 241)

Ion exchange-coupled proton translocation
Formate hydrogen lyase; [NiFe] Hyc hydrogenase; Fermentation;
Escherichia coli (Hakobyan, M. (115) xxx)

Isothermal titration calorimetry
Thermodynamics; Binding equilibrium; Extreme binding affinity
(Velazquez Campoy, A. (115) 115)

Kinetics
Protein folding; Lattice models; Contact order; Long-range contacts;
Cooperativity (Faisca, P.EN. (115) 169)

Knowledge-based potentials
Protein-ligand binding; Docking (Ruvinsky, A.M. (115) 255)

Lattice models
Protein folding; Contact order; Long-range contacts; Kinetics; Coopera-
tivity (Faisca, P.EN. (115) 169)

Ligand binding
Computer simulations; Ligand entry; Entropy; Ruggedness (Verma, C.S.
(115) 295)

Ligand entry
Computer simulations; Ligand binding; Entropy; Ruggedness (Verma, C.S.
(115) 295)
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Liposome
Local anesthetic; Membrane; Nuclear magnetic resonance; Longitudinal
relaxation times (Fernandes Fraceto, L. (115) xxx)

Local anesthetic
Membrane; Liposome; Nuclear magnetic resonance; Longitudinal
relaxation times (Fernandes Fraceto, L. (115) xxx)

Longitudinal relaxation times
Local anesthetic; Membrane; Liposome; Nuclear magnetic resonance
(Fernandes Fraceto, L. (115) xxx)

Long-range contacts
Protein folding; Lattice models; Contact order; Kinetics; Cooperativity
(Faisca, P.F.N. (115) 169)

Low-resolution molecular model
Chromatin structure; DNA folding; Gay—Berne potential (Besker, N. (115) 139)

Malaria
Plasmodium falciparum; pfSHMT; Homology modeling; Molecular
dynamics (Franga, T.C.C. (115) xxx)

Mean field approximations
Protein folding; PIN1 WW domain; Statistical mechanics models; Monte
Carlo simulations; ¢t values (Bruscolini, P. (115) 153)

Membrane
Local anesthetic; Liposome; Nuclear magnetic resonance; Longitudinal
relaxation times (Fernandes Fraceto, L. (115) xxx)

Meningitis contagion
Neisseria meningitidis; Epidemiology; Outbreak (Guinea, F. (115) 181)

Mitochondria
Ceruloplasmin; Ceruloplasmin pseudogene expression (Platonova, N.A.
(115) 247)

MNPs
AuNPs; AFM; Symmetric PCR; Asymmetric PCR; Nanostructured
aggregates (Shen, H.B. (115) xxx)

Molecular dynamics; Complex systems; Biopolymer folding; Activated
dynamics; Glassy systems; Hierarchical systems; Ultrametric spaces;
Relaxation (Appignanesi, G.A. (115) 129)

Malaria; Plasmodium falciparum; pfSHMT; Homology modeling (Franga,
T.C.C. (115) xxx)

Molecular dynamics (MD) simulation
Myosin motor domain; ATP hydrolysis; Collective intra-molecular motions
of atom; Principal component analysis (Kawakubo, T. (115) xxx)
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Phosphatidylglycerol; Photosystem I; Pigment; Protein secondary structure;
Tryptophan residues (Yang, Z. (115) xxx)

Monte Carlo methods
Single-molecule experiments; Semiflexible polymers; Worm-like chain
model (Rosa, A. (115) 251)

Monte Carlo simulations
Protein folding; PIN1 WW domain; Statistical mechanics models; Mean
field approximations; ¢ values (Bruscolini, P. (115) 153)

Mutation effect
Protein stability; Electrostatics (Perez-Jimenez, R. (115) 105)

Myosin motor domain

Molecular dynamics (MD) simulation; ATP hydrolysis; Collective intra-
molecular motions of atom; Principal component analysis (Kawakubo,
T. (115) xxx)

NAD(P)'/H
Coenzyme specificity; Ferredoxin-NADP" reductase (Martinez-Jalvez, M.
(115) 219)

Nanostructured aggregates
AuNPs; MNPs; AFM; Symmetric PCR; Asymmetric PCR (Shen, H.B.
(115) xxx)

Neisseria meningitidis
Meningitis contagion; Epidemiology; Outbreak (Guinea, F. (115) 181)

[NiFe] Hyc hydrogenase
Formate hydrogen lyase; Ion exchange-coupled proton translocation;
Fermentation; Escherichia coli (Hakobyan, M. (115) xxx)

Normal mode analysis
Homology modeling; Protein evolution (Leo-Macias, A. (115) 125)

Nuclear magnetic resonance
Local anesthetic; Membrane; Liposome; Longitudinal relaxation times
(Fernandes Fraceto, L. (115) xxx)

Numerical integration
PNP; Guanine; Fluorescence; Stopped-flow (Dlugosz, M. (115) xxx)

Outbreak
Meningitis contagion; Neisseria meningitidis; Epidemiology (Guinea, F.
(115) 181)

Parameter optimization
Protein folding; Tertiary structure prediction; Ab initio prediction; Fragment
assembly; Global optimization (Lee, J. (115) 209)

Partition function
Spin glasses; Critical phenomena (Lukic, J. (115) 109)
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Polymer adsorption (Cerda, J.J. (115) 277)

pfSHMT
Malaria; Plasmodium falciparum; Homology modeling; Molecular
dynamics (Franca, T.C.C. (115) xxx)

Phosphatidylglycerol
Molecular organization; Photosystem I; Pigment; Protein secondary
structure; Tryptophan residues (Yang, Z. (115) xxx)

Photosystem I
Molecular organization; Phosphatidylglycerol; Pigment; Protein secondary
structure; Tryptophan residues (Yang, Z. (115) xxx)

Pigment
Molecular organization; Phosphatidylglycerol; Photosystem I; Protein
secondary structure; Tryptophan residues (Yang, Z. (115) xxx)

PIN1 WW domain
Protein folding; Statistical mechanics models; Monte Carlo simulations;
Mean field approximations; ¢t values (Bruscolini, P. (115) 153)

Plasmodium falciparum
Malaria; pfSHMT; Homology modeling; Molecular dynamics (Franga,
T.C.C. (115) xxx)
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PNP
Guanine; Fluorescence; Stopped-flow; Numerical integration (Dlugosz, M.
(115) xxx)

Poisson equation
Protein folding; Poisson—Boltzmann equation; Potential accuracy;
Solvation energy; Distance criterium (Alonso, J.L. (115) 159)

Poisson—Boltzmann equation
Protein folding; Poisson equation; Potential accuracy; Solvation energy;
Distance criterium (Alonso, J.L. (115) 159)

POly(D—lysine)
Poly(L-lysine); Conformational transitions; Self-assembly; Aggregation;
Amyloid; Beta-sheet (Dzwolak, W. (115) xxx)

POly(L—lysine)
Poly(D-lysine); Conformational transitions; Self-assembly; Aggregation;
Amyloid; Beta-sheet (Dzwolak, W. (115) xxx)

Polymer adsorption
Pattern recognition (Cerda, J.J. (115) 277)

Potential accuracy
Protein folding; Poisson equation; Poisson—Boltzmann equation; Solvation
energy; Distance criterium (Alonso, J.L. (115) 159)

Potential and substitution matrices
Amino acids; Classification (Esteve, J.G. (115) 177)

Principal component analysis

Molecular dynamics (MD) simulation; Myosin motor domain; ATP
hydrolysis; Collective intra-molecular motions of atom (Kawakubo, T.
(115) xxx)

Protein cavity

Small molecule binding; Helicobacter pylori; Flavodoxin; Drug design;

Protein stability (Cremades, N. (115) 267)

Protein design
Protein folding; Energy landscape (Hoang, T.X. (115) 289)

Protein evolution
Homology modeling; Normal mode analysis (Leo-Macias, A. (115) 125)

Protein folding; Protein—ligand; Protein—protein interaction; Hydrogen
bond; Hydrophobic interaction (Cooper, A. (115) 89)

Energy landscape; Activation dynamics (Bongini, L. (115) 145)

PIN1 WW domain; Statistical mechanics models; Monte Carlo simulations;
Mean field approximations; ¢ values (Bruscolini, P. (115) 153)

Poisson equation; Poisson—Boltzmann equation; Potential accuracy;
Solvation energy; Distance criterium (Alonso, J.L. (115) 159)

Lattice models; Contact order; Long-range contacts; Kinetics; Cooperativity
(Faisca, P.EN. (115) 169)

Computer simulation; Folding pathways (Kim, S.-Y. (115) 195)

Tertiary structure prediction; Ab initio prediction; Fragment assembly;
Global optimization; Parameter optimization (Lee, J. (115) 209)

Energy landscape; Protein design (Hoang, T.X. (115) 289)

Protein ionization
Carboxylic acids; Genetic algorithm (Godoy-Ruiz, R. (115) 263)

Protein secondary structure
Molecular organization; Phosphatidylglycerol; Photosystem I; Pigment;
Tryptophan residues (Yang, Z. (115) xxx)

Protein stability
Mutation effect; Electrostatics (Perez-Jimenez, R. (115) 105)

Small molecule binding; Helicobacter pylori; Flavodoxin; Drug design;
Protein cavity (Cremades, N. (115) 267)

Protein-ligand
Protein folding; Protein—protein interaction; Hydrogen bond; Hydrophobic
interaction (Cooper, A. (115) 89)

Protein-ligand binding
Knowledge-based potentials; Docking (Ruvinsky, A.M. (115) 255)

Protein—protein interaction
Protein folding; Protein—ligand; Hydrogen bond; Hydrophobic interaction
(Cooper, A. (115) 89)

Quantum effects
Spin glasses; Disorder; Frustration; Heisenberg model (Arrachea, L. (115)
135)

Relaxation

Complex systems; Biopolymer folding; Activated dynamics; Molecular
dynamics; Glassy systems; Hierarchical systems; Ultrametric spaces
(Appignanesi, G.A. (115) 129)

Robustness
Gene expression models; Complex networks (Gomez-Gardeiies, J. (115)
225)

Ruggedness
Computer simulations; Ligand binding; Ligand entry; Entropy (Verma, C.S.
(115) 295)

Scale-free topology
Stochastic neural automata; Synaptic noise (Torres, J.J. (115) 285)

Self-assembly
Poly(L-lysine); Poly(D-lysine); Conformational transitions; Aggregation;
Amyloid; Beta-sheet (Dzwolak, W. (115) xxx)

Semiflexible polymers
Single-molecule experiments; Worm-like chain model; Monte Carlo
methods (Rosa, A. (115) 251)

Single-molecule experiments
Semiflexible polymers; Worm-like chain model; Monte Carlo methods
(Rosa, A. (115) 251)

Small molecule binding
Helicobacter pylori; Flavodoxin; Drug design; Protein stability; Protein
cavity (Cremades, N. (115) 267)

Solvation energy
Protein folding; Poisson equation; Poisson—Boltzmann equation; Potential

accuracy; Distance criterium (Alonso, J.L. (115) 159)

Spin glass (Young, A.P. (115) 99)
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Spin glasses
Critical phenomena; Partition function (Lukic, J. (115) 109)

Quantum effects; Disorder; Frustration; Heisenberg model (Arrachea, L.
(115) 135)

Splicing variants
HMG-CoA lyase (HL); (beta-alpha)g TIM Barrel; HMGCL; Exon skipping;
3-Hydroxy-3-methylgluraric aciduria (Puisac, B. (115) 241)

Statistical complexity
Entropy; Disequilibrium (Lopez-Ruiz, R. (115) 215)

Statistical mechanics
Cryo-electron tomography; Antibodies; Dynamics; Encounter rate;
Anticooperativity (Bongini, L. (115) 235)

Statistical mechanics models
Protein folding; PINI WW domain; Monte Carlo simulations; Mean field
approximations; ¢ values (Bruscolini, P. (115) 153)

Statistical Physics
Surfaces (Ruiz-Lorenzo, J.J. (115) 187)

Stochastic Ca*" oscillations
Coupling strength; Ca*"; Channel number; Synchronization (Wu, D. (115)
XXX)

Stochastic neural automata
Scale-free topology; Synaptic noise (Torres, J.J. (115) 285)

Stopped-flow
PNP; Guanine; Fluorescence; Numerical integration (Dlugosz, M. (115)
XXX)

Surfaces
Statistical Physics (Ruiz-Lorenzo, J.J. (115) 187)

Symmetric PCR
AuNPs; MNPs; AFM; Asymmetric PCR; Nanostructured aggregates (Shen,
H.B. (115) xxx)

Synaptic noise
Stochastic neural automata; Scale-free topology (Torres, J.J. (115) 285)

Synchronization
Coupling strength; Ca®"; Channel number; Stochastic Ca®" oscillations
(Wu, D. (115) xxx)

Tertiary structure prediction
Protein folding; Ab initio prediction; Fragment assembly; Global
optimization; Parameter optimization (Lee, J. (115) 209)

Thermal unfolding

Circular dichroism; Enzyme I of the bacterial phosphoenol pyruvate:sugar
phosphotransferase system; Fourier transform infrared spectroscopy
(Hurtado-Gomez, E. (115) 229)

Thermodynamics
Binding equilibrium; Isothermal titration calorimetry; Extreme binding
affinity (Velazquez Campoy, A. (115) 115)

Tryptophan residues
Molecular organization; Phosphatidylglycerol; Photosystem I; Pigment;
Protein secondary structure (Yang, Z. (115) xxx)

B3-turn
Compstatin; Complement inhibitor peptide; Conformational space
annealing; Energy landscape (Song, M.K. (115) 201)

Ultrametric spaces

Complex systems; Biopolymer folding; Activated dynamics; Molecular
dynamics; Glassy systems; Hierarchical systems; Relaxation (Appignanesi,
G.A. (115) 129)

¢ values
Protein folding; PIN1 WW domain; Statistical mechanics models; Monte
Carlo simulations; Mean field approximations (Bruscolini, P. (115) 153)

Weak fields
Complex systems; Dissipative structures; Bifurcations; Cellular organisa-
tion; Cytoskeleton (Glade, N. (115) xxx)

Worm-like chain model
Single-molecule experiments; Semiflexible polymers; Monte Carlo
methods (Rosa, A. (115) 251)



