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Acellular oxygen carrier 
Modified hemoglobin: Colloid osmotic activity; Polyethylene gly- 

col: ExcluGon volume: Radius of gyration (Vandegriff, K.D. (60) 
73) 

Acetylcholinesterase 
Protein denaturation: Differential scanning calorimetry: Cellulaae: 
Lentil lectin (Kurganov. B.I. (69) 125) 

Aliphatic alcohols 
Human serum albumin: Interactions; Enthalpy of immersion: Wa- 

ter sorption: Langmuir model (Sirotkin. V.A. (69) 239) 

Amines-lasalocid complexes 
Biogenic amines: Lasalocid A: Selectivity: Thermodynamic inte- 

gration; Free energy differences (Khutorsky, V.E. (69) 161) 

Aperiodic oscillation 
Coupled autocatalytic rcdctions; Multicompartmental bystem; 

Multiple periodicity: Asymmetric perturbations; Remote control 
mechanism (Dutta, C. (69) 199) 

Asymmetric perturbations 
Coupled autocatalytic reactlow; Multicompartmental system; 

Multiple periodicity; Aperiodic oscillation: Remote control mech- 

anism (Dutta. C. (69) 199) 

ATP 
BSA: Competitive inhibition by nucleotide; Competitive inhibi- 

tion hy phosphate and pyrophosphate: Cl--binding; Ultrafiltration 

(Takcda. S. (69) 175) 

P-type ATPase 
Sodium pump: Reaction sequence: Conformational changes; Ion 
transport: Nonexponential kinetics (Pratap, P.R. (69) 1.17) 

Bending energy 
<‘ro prowin: DNA; Elastic entropy; Elastic stiffness; Free energy 

change: Operator sequences (Gromiha. M.M. (69) 153) 

Biochemical oscillations 
Noise: Coexistence of states; Noise-induced transition: Nolse-in- 

duced new state (Liu, J. (69) 97) 

Biogenic amines 
Lasalocid A; Aminea-lsaalocid complexca: Selectiwty; Thermo- 

dynamic Intcgrarion: Free energy diffcrcnccs (Khutor\ky. V.F. 
(6Y) IhI) 

BSA 
ATP: Competitive inhibition by nucleotide; Competitive inhibition 

by phosphate ‘md pyrophosphatc; Cl -hindlng; Ultrafiltration 
(Takeda. S. (69) 175) 

Calorimetry 
Proteins: Denaturation; Heat capacity; Denaturation increment 01. 

heat capacity: Vitrification (Sochava. I.V. (69) 31) 

Cellulase 
Protein denaturation; Differential warming calorimetry; Acetyl- 

cholinestcrase: I.entil lectin (Kurganov. B.I. (6‘)) 125) 

Channel conductance 
Phohpholamban. Transmembrane helix (Snnwm. M.S.P (69) 1-69) 

Cholesterol 
Membrane hurtaces: Fluorescence spectrow~py: High pressure: 

CompreGbility (Scarlata. S.F. (69) Y) 

Circular dichroism 
Molecular modelling; Synthetic peptides: Pore-region: Sodium 

channel (Co\cttc, P. (6Y) 221) 

Zn-cY?-glycoprolein: Methanol; Secondary \tructure: Denaturation: 
Dissociation: UV-spectroscopy (Karpcnko. V. (6s) 209) 

Cl --binding 
ATP: BSA: Competitive inhibitmn by nuclcotidc; Competitive 

inhibition by phosphate and pyrophosphate: LIltraliltration 

(Takeda, S. (6Y) 175) 

Cleavage 
Closed-circular: Kinetics: Rate conhtantk: Spcclliclty (Goodisman. 

J. (69) 719) 

Closed-circular 
Cleavage: Kinetics: Rate constants: Specificity (Goodisman. J. 
(69) 230) 



Coexistence of states 
Noise; Biochemical oscillations: Noise-induced transition: Noise- 
induced new state (Liu, J. (69) 97) 

Colloid osmotic activity 
Modified hemoglobin; Acellular oxygen carrier; Polyethylene gly- 
co]; Exclusion volume; Radius of gyration (Vandegriff. K.D. (69) 
23) 

Competitive inhibition by nucleotide 
ATP; BSA; Competitive inhibition by phosphate and pyrophos- 
phate: Cl --binding; Ultrafiltration (Takeda, S. (69) 175) 

Competitive inhibition by phosphate and pyrophosphate 
ATP; BSA; Competitive inhibition by nucleotide; Cl--binding; 
Ultrafiltration (Takeda, S. (69) 175) 

Compressibility 
Cholesterol; Membrane surfaces; Fluorescence spectroscopy: High 
pressure (Scarlata, S.F. (69) 9) 

Conformational changes 
Sodium pump: P-type ATPaae; Reaction sequence; Ion transport; 
Nonexponential kinetics (Pratap, P.R. (69) 137) 

Coupled autocatalytic reactions 
Multicompartmental system; Multiple periodicity; Aperiodic oscil- 
lation; Asymmetric perturbations; Remote control mechanism 
(Dutta, C. (69) 199) 

Cro protein 
Bending energy; DNA; Elastic entropy; Elastic stiffness; Free 
energy change: Operator sequences (Gromiha, M.M. (69) 153) 

Cross-correlations 
Hydrogen bonding; Molecular dynamics; Plastocyanin (Ciocchetti, 
A. (69) 185) 

Denaturation 
Calorimetry; Proteins; Heat capacity; Denaturation increment of 
heat capacity; Vitrification (Sochava, I.V. (69) 3 1 I 

Zn-cuz-glycoprotein; Methanol; Secondary structure; Dissociation; 
Circular dichroism; UV-spectroscopy (Karpenko, V. (69) 209) 

Denaturational heat capacity 
Proteins; Thermodynamics: Structure-based predictions; Hy- 
drophobicity (Milardi, D. (69) 43) 

Denaturation increment of heat capacity 
Calorimetry; Proteins; Denaturation; Heat capacity: Vitrification 
(Sochava, I.V. (69) 3 I) 

Differential scanning calorimetry 
Protein denaturation; Acetylcholinesterase; Cellulase: Lentil lectin 
(Kurganov, B.I. (69) 125) 

Dissociation 
Zn-cu,-glycoprotein; Methanol; Secondary structure; Denaturation; 
Circular dichroism; UV-spectroscopy (Karpenko, V. (69) 209) 

Dissociation equilibria 
Tryptophan synthase; Sedimentation equilibrium (Darawshe, S. 
(69) 53) 

DNA 
Bending energy; Cro protein; Elastic entropy; Elastic stiffness; 
Free energy change; Operator sequences (Gromiha, M.M. (69) 
153) 

DPH dye 
MD simulation: DPPC membrane; Structure: Dynamics 
(Lopez Cascales, J.J. (69) II 

DPPC membrane 
MD simulation; DPH dye; Structure; Dynamics (Lopez Cascalea, 
J.J. (69) II 

Dynamics 
MD simulation; DPPC membrane; DPH dye; Structure 
(Lopez &scales, J.J. (69) I I 

Elastic entropy 
Bending energy; Cro protein; DNA; Elastic stiffness; Free energy 
change; Operator sequences (Gromiha, M.M. (69) 153) 

Elastic stiffness 
Bending energy; Cro protein; DNA: Elastic entropy; Free energy 
change; Operator sequences (Gromiha, M.M. (69) 153) 

Enthalpy of immersion 
Human serum albumin; Aliphatic alcohols; Interactions; Water 
sorption: Langmuir model (Sirotkin, V.A. (69) 239) 

Enzyme catalysis 
Substrate binding energy; Transition state stabilization; Shifting 
specificity model; Enzyme mass; Global conformation (Britt, B.M. 
(69) 63) 

Enzyme mass 
Enzyme catalysis; Substrate binding energy: Transition state stabi- 
lization; Shifting specificity model; Global conformation (Britt, 
B.M. (69) 63) 

Erythrocyte 
Mitomycin-C; Temperature: Human; ESR (Korkmaz, 6. (69) 167) 

ESR 
Mitomycin-C; Temperature; Human: Erythrocyte (Korkmaz, 6, 
(69) 167) 

Exclusion volume 
Modified hemoglobin: Acellular oxygen carrier; Colloid osmotic 



activtty: Polyethylene glycol: Radius of gyration (Vandegritf. 

K.D. (6Y) 23) 

Fluorescence energy transfer 
Non-specific binding: Trinltrophenyl: Substrate binding (Hellen. 
E.H. (69) 107) 

Fluorescence spectroscop> 
Cholesterol: Memhranc aurtaces: High pressure; Compressibility 
(Scarlata. S.F. (69) 9) 

Free energy change 
Bending energy: Cro protein; DNA; Elastic entropy: Elastic stiff- 

ne\h: Operator sequences (Gromiha. M.M. (69) 153) 

Free energy differences 
Biogenw amine\: Lasalocid A: Amines-lasalocid complexes: Se- 

lectivity: Thermodynamic integration (Khutorsky. V.E. (69) 161) 

Gibbs free energy of adsorption 
Ion-exchange system<: Stationary phase: Mobile phase (Patrickios. 
c s. (6s) 710) 

Glohdl conformation 
Enlymc catalysis: Substrate hinding cncrgy; Transition state atahi- 

li/atlon: Shifting specificity model; Enzyme mass (Britt. B.M. 
(hY) h3) 

Heat capacity 
Calorimetq; Protcina: Denaturation: Denaturation increment ul 

heat capacity: Vitrification (Sochava, 1.V. (69) 31) 

High pressure 
Cholewzrol: Membrane surface\: Fluorescence spectroscopy: 
Comprcs\ibility (Scarlata. S.F. (69) 9) 

Human 
Mltom>cln-C: Temperature: Erythrocyte: ESR (Korkmaz. 6. (69) 
lb7) 

Human serom albumin 
Aliphntic alcohols: Interaction\: Enthalpy of immersion: Water 

sorption: Langmuu model (Sirotkin. V.A. (6Y) 139) 

Human serum albumin interactions 
Protein dilution cffcct: Protein concentration effect: Thiouracil. 

Propylthiourucil (Ochoa de Aspuru, E. (69) 233) 

Hydrogen bonding 
Cry)\\-correlations: Molecular dynamics: Plastocyanin (Ciocchetti. 
A. (64) 1x5) 

Hydrophohicity 
Proteins: Thermodynamics: Structure-based predictions: Denatura- 

tional heat capacity (Milardi. D. (69) 43) 

Interactions 
Human serum albumin; Aliphatic alcohols: Enthalpy of immer- 

Gon: Water sorption: Langmuir model (Sirotkin. VA. (69) 739) 

lon-exchange systems 
Gihhs free energy of adsorption; Stationar) phase: Mobile phase 
(Patrick&. C.S. (69) 219) 

Ion transport 
Sodturn pump: P-type ATPase: Reaction wquence: C’ontormn- 

tionnl changes: Nonexponential kinetic\ (Pratap. P.R. (69) 137) 

Kinetics 
Closed-circular: Clenva$e; Rate constant\: Specificit) (C;oodi\- 
man. .I. (69) 24Y) 

Langmuir model 
Human wrum albumin; Ahphatic alcohols: lntcracttons; I<nthnlpq 

of immcr\ion: Water sorption (Sirotkin. VA. (hY) 3Y) 

Lasalocid A 
Biogenic amine\: Amine\-lasalocid complcxc~: Selectivity: ‘Thcr- 
modynamic integration: Free cncrgy differences (Khutorsky. V.1:. 
(60) 161) 

Lentil lectin 
Protein denaturation: Differential scanning calorimetry: Acet) I- 

cholinrstcrase: (‘ellulase (Kurganw. B.I. (69) 17.5) 

MD simulation 
DPPC mcmhrane: DPH dye: Structure: Dynxn~cs (I.Apc/ Ca+ 
tale\. J.J. (6’)) I) 

Membrane surfaces 
Cholesterol; Fluorcxence spectroscopy: High pre\wrc: Compress- 
ihillty (Scarlatu. S.F. (6Y) Y) 

Methanol 
Zn-tu,-flycoprotcin: Secondary structure: Denaturation: Dihhocia- 
tion: Circular dlchroiam; UV-~pcctrowrp! (Kxponho. V. (hY) 

,OY) 

Mitomycin-C 
Temperature: Human: Erythrocytc: ESR (Korkmw. 0. (6Y) 167) 

Mobile phase 
Gibbs free energy of adsorption: Ion-exchange systems: Stationary 

phase (Patrickio\. C.S. (69) 119) 

Modified hemoglobin 
Acellular oxygen carrier: Colloid osmotic actlvit); Polyethylene 

glycol: Ewclusitrn volume: Radiuh of gyration (Vandcgriff. K.D. 
(6’)) 13) 

Molecular dynamics 
Cross-correlations: Hydrogen bonding: Plastocyanin (Ciocchetti. 

A. (69) 18% 
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Molecular modelling 
Circular dichroism; Synthetic peptides; Pore-region; Sodium chan- 
nel (Cosette, P. (69) 221) 

Protein concentration effect 
Protein dilution effect; Human serum albumin interactions: 
Thiouracil; Propylthiouracil (Ochoa de Aspuru, E. (691 2331 

Multicompartmental system 
Coupled autocatalytic reactions; Multiple periodicity; Aperiodic 
oscillation; Asymmetric perturbations; Remote control mechanism 
(Dutta, C. (691 199) 

Protein denaturation 
Differential scanning calorimetry; Acetylcholinesterase; Cellulase; 
Lentil lectin (Kurganov, B.I. (691 125) 

Multiple periodicity Protein dilution effect 

Coupled autocatalytic reactions; Multicompartmental system; 
Aperiodic oscillation; Asymmetric perturbations: Remote control 
mechanism (Dutta, C. (691 1991 

Protein concentration effect: Human serum albumin interactions: 
Thiouracil; Propylthiouracil (Ochoa de Aspuru. E. (691 2331 

Proteins 
Noise 
Coexistence of states: Biochemical oscillations; Noise-induced 
transition: Noise-induced new state (Liu. J. (691 971 

Calorimetry; Denaturation: Heat capacity: Denaturation increment 
of heat capacity; Vitrification (Sochava. I.V. (691 3 I ) 

Noise-induced new state 
Noise; Coexistence of states: Biochemical oscillations; Noise-in- 
duced transition (Liu, J. (69) 971 

Thermodynamics; Structure-based predictions; Denaturational heat 
capacity: Hydrophobicity (Milardi, D. (691 431 

Radius of gyration 
Noise-induced transition 
Noise; Coexistence of states: Biochemical oscillations; Noise-in- 
duced new state (Liu, J. (691 971 

Modified hemoglobin; Acellular oxygen carrier; Colloid osmotic 
activity; Polyethylene glycol; Exclusion volume (Vandegriff, K.D. 
(691 23) 

Nonexponential kinetics 
Sodium pump; P-type ATPase; Reaction sequence; Conforma- 
tional changes; Ion transport (Pratap, P.R. (691 1371 

Rate constants 
Closed-circular; Cleavage: Kinetics: Specificity (Goodisman, J. 
(691 2491 

Non-specific binding 
Fluorescence energy transfer; Trinitrophenyl; Substrate binding 
(Hellen. E.H. (691 1071 

Reaction sequence 
Sodium pump; P-type ATPase: Conformational changes; Ion 
transport; Nonexponential kinetics (Pratap. P.R. (691 1371 

Operator sequences 
Bending energy: Cro protein; DNA; Elastic entropy; Elastic atiff- 
ness; Free energy change (Gromiha, M.M. (69) 1531 

Pbospholamban 
Transmembrane helix; Channel conductance (Sansom, M.S.P. (691 
2691 

Remote control mechanism 
Coupled autocatalytic reactions; Multicompartmental system; 
Multiple periodicity: Aperiodic oscillation: Asymmetric perturba- 
tions (Dutta. C. (691 199) 

Secondary structure 

Plastocyanin 
Cross-correlations; Hydrogen bonding; Molecular dynamics 
(Ciocchetti, A. (691 I851 

Zn-a?-glycoprotein; Methanol; Denaturation; Dissociation: Circu- 
lar dichroism: UV-spectroscopy (Karpenko, V. (69) 2091 

Polyethylene glycol 
Modified hemoglobin; Acellular oxygen carrier: Colloid osmotic 
activity; Exclusion volume; Radius of gyration (Vandegriff, K.D. 
(691 23) 

Sedimentation equilibrium 
Tryptophan synthase; Dissociation equilibria (Darawshe. S. (69) 
531 

Selectivity 

Pore-region 
Circular dichroism; Molecular modelling; Synthetic peptides; 
Sodium channel (Cosette. P. (69) 22 I1 

Biogenic amines: Lasalocid A; Amines-lasalocid complexes; 
Thermodynamic integration; Free energy differences (Khutorsky, 
V.E. (691 1611 

Propyltbiouracil Shifting specificity model 
Protein dilution effect; Protein concentration effect: Human serum 
albumin interactions: Thiouracil (Ochoa de Aspuru, E. (691 2331 

Enzyme catalysis; Substrate binding energy; Transition state stabi- 
lization: Enzyme mass; Global conformation (Britt, B.M. (69) 63) 



Sodium channel 
Circular dichroism: Molecular modelling; Synthetic peptides: 
Pore-region (Cosette. P. (60) 22 I ) 

Sodium pump 
P-type ATPase; Reaction sequence: Conformational changes: Ion 

transport: Nonexponential kinetics (Pratap, P.R. (69) 137) 

Specificity 
Closed-circular: Cleavage: Kinetics; Rate constants (Goodisman. 

J. (69) 249) 

Stationary phase 
Gibbs free energy of adsorption; Ion-exchange systems: Mobile 
phase (Patrickios. C.S. (69) 219) 

Structure 
MD simulation: DPPC membrane: DPH dye; Dynamics 
(Lhpcf Cahcales. J.J. (69) I) 

Structure-based predictions 
Proteins; Thermodynamic\: Denaturational heat capacity: Hy- 
drophohicity (Milardi. D. (69) 43) 

Substrate binding 
Non-specific hinding; Fluorescence energy transfer; Trinitro- 

phenyl (Hellen. E.H. (69) 107) 

Substrate binding energy 
Enzyme catalysis: Transition state stabilization; Shifting speci- 

ficitv model: Enzyme mas: Global conformation (Britt, B.M. (69) 

63). 

Synthetic peptides 
Circular dichroism; Molecular modelling; Pore-region; Sodium 

channel (Cosettc. P. (69) 22 I) 

Temperature 
Mitomycin-C: Human: Eqthrocyte; ESR (Korkmar, 6. (69) 167) 

Thermodynamic integration 
Biogenic amines; Laaalocid A: Amines-lasalocid complexes; Sc- 

lcctivity: Free energy differences (Khutoraky, V.E. (69) 161) 

Thermodynamics 
Proteins; Structure-based predictions: Denaturational heat capac- 

ity: Hydrophobicity (Milardi. D. (69) 33) 

Thiouracil 
Protein dilution effect; Protein concentration effect: Human wurn 

alhumin interactIons: Propylthiouracil (Ochoa de Aqpuru. E. (64) 

233) 

Transition state stabilization 
Enzyme catalysi\: Substrate bindin, ~7 energy: Shifti,ng specificity 

model: Enzyme mass: Global conformatwn (Britr. B.M. (6Y) 63) 

Transmembrane helix 
Phospholamhan: Channel conductance (Sanwm. M.S.P. (hY) 26Y) 

Trinitrophenyl 
Non-specific binding: Fluorescence cnerg transfer: Substrate 

hinding (Hellen. E.H. (69) 107) 

Tryptophan synthase 
Dissociation equilihrla: Sedimentation cquilihrium (Darawahe, S. 

(6’)) 5.7) 

Ultrafiltration 
ATP: BSA: Competitive inhihition hy nuclcotide: Compctitibe 

inhihition by phosphate and pyrophosphatc: Cl -binding (Takcda. 

s. (69) 175) 

UV-spectroscopy 
Zn-cr,-flycoprotein; Methanol; Secondary \tructure: Dcnaturation; 

Disstriation: Circular dichroism (Karpenko. V. (64) 209) 

Vitrification 
Cnlorlmetry: Proteins Denaturation: Hear capacity: Denaturation 
incremenl of he,lt capacity (Sochava. I.V. (69) 31 ) 

Water sorption 
Human wrum albumin: Aliphatic alcohols: Inreractions Enthalpy 

of immersion: I.angmuir model (Sirotkin. V A. (60) 7-X)) 

Zn-a,-glycoprotein 
Methanol: Secondary structure: Denaturation: Diswciarwn: Circu- 

lar dichroism: I’V-spectro\copq (Karpenko. V (6Yl 2OY) 


