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SUBJECT INDEX TO VOLUME 19 (1984) 

Accessibility 
Yeast tRNAPhe; Reactivity: Elect-ostatic field 

(Lawry. R.) 
Acid pbospbatase 

pH modulation; Transient state kinetics; Enzyme 
kinetics (Crasnier, M.) 

Activation energy 
Casein micelle; Rennet; Flocculation rate (Brinkhuis. 

J-1 
Adenine-thymine 

Hydrogen bond; DNA; Cancer (Hobza, P_) 
Adenylic energy charge 

Thermodynamic buffer; Transient kinetics; Relaxa- 
tion cut-w.; Lyapunov exponents: Constant of mo- 
tion (Stucki. J.W.) 

Arylanthracene 
Phase fluorometry; Volume fluctuation; Dynamics; 
Fluorescence lifetime (Laczko. G.) 

Associatfon-dissociation equilibrium 
Hemocyanin; Microheterogeneity; Pressure effect; 
Differential sedimentation; Stopped-flow dilution 
(S&en, R.J.) 

Al-Pm 

Sarcoplasmic reticulum; Solvent perturbation (Fron- 
ticelli, C.) 

Bacterial motor 
Fluorescence depolarization; Brownian motion 
(Hoshikawa, H.) 

Basicity 
Spermidine; Microprotonation constant; Two-di- 
mensional NMR (Onasch. F.) 

Binding site 
Human serum albumin; Tetrachlorosalicylanilide; 
Photoallergen; Spin labelling; (ESR) (Barratt. M.D.) 

Brownian motion 
Fluorescence depolarization; Bacterial motor (Hosh- 
ikawa, H.) 

Caffeine 
Poly(tiboadenylate); Parameter estimation; Model- 
free analysis: Multi-mode binding (We&r, K.) 

Caffeine-AMP interaction 
Mixed association; NMR; Parameter estimation; 
Matrix rank analysis (Weller, K.) 

Calcium binding 
Phospholipasc A a; Thermodynamics (Hedwig, G.R.) 

Cancer 
Adenine-thymine; Hydrogen bond; DNA (Hobza, 

171 

93 

75 

201 

131 

227 

99 

255 

375 

245 

69 

375 

299 

289 

1 

Casein micelle 
Rennet; Flocculation rate; Activation energy 
(Brinkhuis, J.) 

Catahtse complex 
Heme spin equilibrium; Heme absorption spectrum 
(Browett. W.R.) 

Chemical oscillation 
Horseradish peroxidase: Peroxidase-oxidase oscilla- 
tory reaction; Peroxidase compound III (Fed’kina. 
V.R.) 

Chlorophyll 

Dimer structure; Magnetic circular dichroism; Exci- 
ton interaction; Special pair: Pure dimer (Zevenhuij- 
zen, D.) 

Cholesterol 

Pressure effect; Phase transition; Liposome; a- 
Tocopherol; Fluorescence polarization (Tamura, K.) 

Circular dichrofsm 
Metallothionein; Magnetic circular dichroism; 
Copper(I) emission (Stillman. MJ.) 

Conformational change 
Periplasmic binding protein; J protein: Substrate 
binding site; ‘H-NMR; (S. ryphimurirrm) (Cedel. 
T.E.) 

Conformational flexibility 

Proteolipid; Fluorescence (Lux, B.) 
Constant of motion 

Thermodynamic buffer; Transient kinetics; Relaxa- 
tion curve; Lyapunov exponents; Adenylic energy 
charge (Stucki, J.W.) 

Copper(l) emission 
MetalIczhionein; Magnetic circular dichroism; Cir- 
cular dichroism (Stillman, M.J.) 

Counterion relaxation 
Dielectric spectrum; Phospholipid vesicle; Dielectric 
relaxation; Solvent water relaxation; Zwitterion re- 
laxation (Pottel. R.) 

Cross-linking 
Protein ohgomer symmetry; Hexamer; Hemocyanin; 
Unease (Sculley, M.J.) 

Crystallin 
Ultrafiltration; Protein interaction: Protein com- 
plex; Lens; Self-association; Mixed-association 
(S&en, RJ.) 

Cytochrome bs 
Magnetic circular dichroism; Methemoglobin reduc- 
tion; Fenihemoglobin; Hemoglobin; Hydroxy- 
methemoglobin (Juckett, D.A.) 
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Dielectric relaxation 
Dielectric spectrum; Phospholipid vesicle; Solvent 
water relaxation: Zwitterion relaxation; Counterion 
relaxation (Pottel. R.) 

Dielectric speetntm 
Phospholipid vesicle: Dielectric relaxation; Solvent 
water relaxation; Zwitterion relaxation; Counterion 
relaxation (Potter, R.) 

Differential sedimentation 
Hemocyanin: Microheterogeneity; Association-dis- 
sociation equilibrium; Pressure effect; Stopped-flow 
dilution (Siezen. R.J.) 

Dimet strncture 
Chlorophyll: Magnetic circular dichroism; Exciton 
interaction; Special pair; Pure dimer (Zevenhuijzen. 
D-1 

Dimethylated concanavalin A 
Nitrogen inversion: Reductively dimethylated amine; 
NMR exchange kinetics (Goux. W.J.) 

DNA 
Adenine-thymine: Hydrogen bond; Cancer (Hobza. 

P.) 
DNA-aminoacridine complex 

Nanosecond pulse fluorometry; Fluorescence life- 
time (Kubota. Y.) 

Douhle-intermediate mechanism 
pH modulation: Transient state kinetics; Enzyme 
kinetics (Ricard, J.) 

Do% 
Model membrane: Eurcpium: Ion binding; Potential 
(Westman. J.) 

Dynamics 
Phase fluorometty; Arylanthracene; Volume fluctua- 
tion; Fluorescence lifetime (Laczko, G.) 

Electric field 
Lipid bilayer; Membrane pore; Electroporation 
(Sugar. LP.) 

Electroporation 
Lipid bilayer; Membrane pore; Electric field (Sugar, 
I.P.) 

Electrostatic effect 
Ribosome; Ribosonal RNA; Mgz’; Proton titra- 
tion: Ion binding (Hagihara, H.) 

Electrostatic field 
Yeast tRNAPhc: Reactivity: Accessibility (Lavery. 

R.) 
Enthalpy 

Mass spectrometry; N-Methylated adenine: Hydra- 
tion (Sukhodub, L.F.) 

Enzyme kinetia 
pfl modulation: Transient state kinetics: Double-in- 
termediate mechanism (Ricard. J.) 
pH modulation; Transient state kinetics: Acid phos- 
phatase (Crasnier. M.) 

Ettropittm 
Model membrane; Drug; Ion binding; Potential 
(Westman. J.) 
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Exciton interaction 
Chlorophyll; Dimer structure: Magnetic circular di- 
chroism; Special pair; Pure dimer (Zevenhuijzen. G.) 

Fertihemoglobin 
Magnetic circular dichroism; Methemoglobin reduc- 
tion: Hemoglobin; Hydroxymethemoglobin; Cyto- 
chrome b, (Juckett, D.A.) 

Flocculation rate 
Casein micehe; Rennet; Activation energy (Brink- 
huis. J.) 

Fluorescence 
Proteolipid; Conformational flexibility (Lux, B.) 

Fluorescence depolarization 
Solvent relaxation (Lakowicz, J.R.) 
Ligand binding; Oxygen quenching; Tryptophan flu- 
orescence (Maliwal. BP.) 
Bacterial motor; Brownian motion (Hoshikawa, H.) 

Fluorescence lifetime 
DNA-aminoactidine complex; Nanosecond pulse 
fluorometry (Kubota. Y.) 
Phase fluorometry; Arylanthracene; Volume fluctua- 
tion; Dynamics (Laczko, G.) 

Fluorescence polarization 
Pressure effect: Phase transition; Liposome; Choles- 
terol; a-Tocopherol (Tamura. K.) 

Fractionation simulation 
Stopped-flow dilution ampiitude; Hemocyanin sedi- 
mentation; Microheterogeneity; Whole-half mole- 
cule reequilibration (Tai, M.-S.) 

Glucagon 
Pentagastrin; Lipid bilayer: Phase transition: Pep- 
tide-lipid interaction (Epand, R.M.) 

Heme absorption spectrum 
Heme spin equilibrium; Catalase complex (Browett, 
W-R.) 

Heme spin equilibrhtm 
Heme absorption spectrum; Catalase complex 
(Browett, W.R.) 

Hemwyanin 
Protein oligomer symmetry: Cross-linking; Hexamer; 
Urease (Scully, M.J.) 
Microheterogeneity: Association-dissociation equi- 
librium; Pressure effect; Differential sedimentation; 
Stopped-flow dilution (Siezen, R.J.) 

Hemocyartin sedimentation 
Stopped-flow dilution amplitude; Microheterogene- 
ity: Whole-half molecule reequilibration; Fractiona- 
tion simulation (Tai, M.-S.) 

Hemoglobin 
Magnetic circular dichroism; Methemoglobin reduc- 
tion; Ferrihemoglobin; Hydroxymethemoglobin; 
Cytochrome bs (Juckett, D.A.) 

Hexerrler 
Protein oligomer symmetry: Cross-linking; Hemo- 
cyanin; Urease (Sculley. M.J.) 
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Horseradish peroxidase 
Peroxidase-oxidase oscillatory reaction; Chemical 
oscillation: Peroxidase compound III (Fed’kina, V.R. 

Human serum albumin 
Tetrachlorosalicylanilide; Photoallergen; Binding 
site; Spin labelling: (ESR) (Barratt, M.D.) 

Hydration 
Mass spectrometry; N-Methylated adenine: En- 

thalpy (Sukhodub. L.F.) 
Hydrogen bond 

Adenine-thymine; DNA: Cancer (Hobza. P.) 
Hydroxymethemoglobin 

Magnetic circular dichroism; Methemoglobin reduc- 
tion: Ferrihemoglobin; Hemoglobin; Cytochrome 6s 
(Juckett, D.A.) 

ion binding 
Model membrane: Drug; Europium: Potential 
(Westman, J.) 
Ribosome; Ribosomal RNA; MgZ+; Proton titra- 
tion; Electrostatic effect (Hagihara, H.) 

Ion-polyelectrolyte interaction 
Ionic activity; Poisson-Boltzmann treatment (Del- 
ville, A.) 

Ionic activity 
Poisson-Boltzmann treatment; Ion-polyelectrolyte 
interaction (Delville. A.) 

J protein 
Periplasmic binding protein; Conformational change; 
Substrate binding site; ‘H-NMR (.S. t~phimurium) 
(Cedel. T.E.) 

a-Lactalbumin 
Tryptophan fluorescence: Tyrosine fluorescence; 
Phenylalanine fluorescence; Thermal transition; 
Parvalbumin (Permyakov. E.A.) 

Lens 
Ultrafiltration: Protein interaction: Protein com- 
plex; Crystallin; Self-association; Mixed-association 
(Siezen. R.J.) 

Ligand binding 
Fluorescence depolarization; Oxygen quenching; 
Tryptophan fluorescence (Maliwal. B-P.) 

Lipid bilayer 

Membrane pore; Electric field; Electroporation 
(Sugar, LP.) 
Glucagon; Pentagastrin; Phase transition; Peptide- 
lipid interaction (Epand, R.M.) 

Liposome 
Pressure effect; Phase transition; Cholesterol; Q- 
Tocopherol; Fluorescence polarization (Tamura, K.) 

Lyapunov exponents 
Thermodynamic buffer; Transient kinetics: Relaxa- 
tion curve; Adenylic energy charge; Constant of 
motion (Stucki. J-W.) 
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Magnetic circular dichroism 
Chlorophyll; Dimer structure; Exciton interaction; 
Special pair; Pure dimer (Zevenhuijzen. D.) 
Metallothionein: Circular dichroism; Copper(I) 
emission (Stillman. M.J.) 
Methemoglobin reduction; Ferrihemoglobin; Hemo- 
globin; Hydroxymethemoglobin; Cytochrome b, 
(Juckett, D.A.) 

Mass speetromehy 
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N-Merhylated adenine; Hydration; Er.:haIpy (Suk- 
hodub. L.F.) 

Matrix rank analysis 
191 

Mixed association; Caffeine-AMP interaction; 
NMR; Parameter estimation (Weller, K.) 

Membrane pore 
289 

Lipid bilayer; Electric field; Electroporation (Sugar. 
I.P.) 

Metallothiottein 

211 

Magnetic circular dichroism; Circular dichroism; 
Copper(I) emission (Stillman, M.J.) 

Methemoglobin reduction 
Magnetic circular dichroism; Ferrihemoglobin; He- 
moglobin: Hydroxymethemoglobin: Cytochrome b, 
(Juckett, D.A.) 

163 

321 

N-Methylated adenine 
Mass spectrometry; Hydration: Enthalpy (Sukho- 
dub. L.F.) 

IQ++ 

191 

Ribosome; Ribosomal RNA: Proton titration: Ion 
binding; Electrostatic effect (Hagihax, H.) 

Microheterogeneity 
147 

Hemocyanin; Association-dissociation equilibrium; 
Pressure effect; Differential sedimentation; Stopped- 
flow dilution (S&en, R.J.) 
Stopped-flow dilution amplitude; Hemocyanin sedi- 
mentation; Whole-half molecule reequilibration; 
Fractionation simulation (Tai, M.-S.) 

Microprotonation consmnt 
Basicity; Spermidine; Two-dimensional NMR 
(Onasch, F.) 

Mixed-association 
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113 

245 

Ultrafiltration; Protein interaction: Protein com- 
plex; Lens; Crystallin; Self-association (S&en, R.J.) 
Caffeine-AMP interaction; NMR; Parameter esti- 
mation: Matrix rank analysis (Weller. K.) 

Model membrane 

49 

289 

Drug; Europium; Ion binding; Potential (Westman, 

J.) 
Model-free analysis 

57 

Poly(riboadenylate); Caffeine; Parameter estima- 
tion; Multi-mode binding (Weller, K.) 

JMuIti-mode binding 

299 

Poly(riboadenyIate); Caffeine; Parameter estima- 
tion; Model-free analysis (Welter, K.) 299 

Nanosecond pulse fluoromehy 
DNA-aminoacridine complex: Fluorescence lifetime 
(Kuhota, Y.) 25 
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Nitrogen inversion 
Reductively dimethylated amine; NMR exchange 
kinetics; Dimethylatrd concanavalin A (Goux. W.J.) 

NMR 
Mixed association; Caffeine-AMP interaction; 
Parameter estimation; Matrix rank analysis (Weller. 
K.) 

H-NMR 

Periplasmic binding protein; J protein: conforma- 
tional change: Substrate binding site; (S. 
r_rphir~rurium) (CedeI. T.E.) 

NMR exchange kinetics 
Nitrogen inversion; Reductively dimethylated amine; 
Dimethylated concnnavalin A (Goux. W-I.) 

Os)gcn quenching 
Fhmrescence depolarization; Ligand binding: Tryp- 
tophan fluorescence (Mahwal, B.P.) 

Parameter estimation 
hlixed association; Caffeine-AMP interaction: 
NMR: Matrix rank analysis (Weller. K.) 
PoIy(riboadenyIare); Caffeine: Model-free analysis; 
Multi-mode binding (WeIIer. K.} 

Pnnrlbumin 
Tryptophnn fluorescence: Tyrosine fluorescence; 
Phenylalanine fluorescence: Thermal transition: 
n-Lactalbumin (Permyakov. EA.) 

Pt2llt~fpStill 

Glucagon: Lipid bilayer; Phase transition: Peptide- 
lipid interaction (Epand. R.M.) 

Peptide-lipid interaction 
Glucagon: Pentngastrin: Lipid bilayer: Phase transi- 
tion (Epand. R.M.) 

Periplasmic binding profein 
J protein: Conformational change: Substrate binding 
site; ‘H-NMR: (S. rrplrinnrriunt (CedeI. T.E.) 

Peroaidase compound III 
Horseradish peroxidase; Peroxidase-oxidase oscilla- 
tory reaction: Chemical oscillation (Fed’kina. V.R.) 

Perosidaw-oxidase oscillatory reaction 
Horseradish peroxidase: Chemical oscillation: Per- 
oxidase compound III (Fed’kina. V.R.) 

pH modulation 
Transient state kinetics: Double-intermediate mech- 
anism: Enzyme kinetics (Ricard. J.) 
Transient state kinetics; Acid phosphatase; Enzyme 
kinetics (Crasnier. M.) 

Ph;lu, fluoromet~ 
Arylanthracene: Volume fluctuation; Dynamics: 
Fluorescence lifetime (Laczko. G.) 

Phase transition 
Pressure effect: Liposome; Cholesterol; a-To- 
copherol: Fluorescence polarization (Tamura. K.) 
Glucagon: Pentagastrin: Lipid bilnyer; Peptide-lipid 
interaction (Epand. R.M.) 
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Phenylalanine fluorescence 
Tryptophan fluorescence; Tyrosine fluorescence; 
Thermal transition; Parvalbumin; a-Lactalbumin 
(Permyakov, E.A.) 

Phospholipase A, 
Calcium binding: Thermodynamics (Hedwig. G.R.) 

Phospholipid vesicle 
Dielectric spectrum; Dielectric relaxation; Solvent 
water relaxation; Zwitterion relaxation; Counterion 
relaxation (Pottei. R.) 

Photoallergen 
Human serum albumin; TetrachIorosaIicyIaniIide; 
Binding site; Spin Iabelling; (ESR) (Barratt. M.D.) 

Poisson-Boltzmann treatment 
Ionic activity: Ion-polyelectrolyte interaction (Del- 
ville, A.) 

Polg(rlboadenylate) 
Caffeine: Parameter estimation; Model-free analy- 
sis: Multi-mode binding (Weller. K.) 

Potential 
Model membrane; Drug; Europium; Ion binding 
(Westman, J.) 

Pressure effect 
Hemocyanin: IMicroheterogeneity; Association-dis- 
sociation equilibrium: Differential sedimentation: 
Stopped-flow dilution (Siezen. R.-r.) 
Phase transition: Liposome: Cholesterol; n-Toco- 
pherol; Fluorescence polarization (Tamura, K.) 

Protein complex 
Ultrafihration: Protein interaction; Lens: Crystallin; 
Self-association; Mixed-association (Siezen. R.J.) 

Protein interaction 
UItrafiItration; Protein compiex; Lens: Crysfailin; 
Self-association; Mixed-association (Siezen, R.J.) 

Protein oligomer symmetry 
Cross-linking: Hexamer: Hemocyanin: Urease 
(ScuIIey. M.J.) 

Proteolipid 
Fluorescence; Conformational flexibility (Lux. B.) 

Proton titration 
Ribosome; Ribosomal RNA: Mg’+; Ion binding: 
Electrostatic effect (Hagihara. H.) 

Pure dimer 
Chlorophyll: Dimer structure; Magnetic circular di- 
chroism; Exciton interaction; Special pair 
(Zevenhuijzen. D.) 

Ribosomal RNA 
Ribosomc; Mg”: Proton titration; Ion binding: 
Electrostatic effect (Hagihara. H.) 

Ribosome 
Ribosomal RNA; Mg’+ : Proton titration; Ion bind- 
ing: Electrostatic effect (Hagihara, H.) 

Resctivi@ 
Yeast tRNAphC; Eiectrostatic field, Accessibility 
(Layer-y. R.) 
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Reductively dimethylated amine 
Nitrogen inversion; NMR exchange kinetics; Di- 
methylaced concanavalin A (Goux, WJ.) 

Relaxation curve 
Thermodynamic buffer; Transient kinetics: Lya- 
punov exponents; Adenylic energy charge; Consrant 
of motion (Stucki, J.W.) 

Rennet 
Casein micelle; Flocculation rate; Activation energy 
(Brinkhuis, J.) 

Sarcoplasmic reticulum 
Solvent perturbation; ATPase (Fronticelli, C.) 

Self-association 
Ultrafiltration; Protein interaction: Protein com- 
plex: Lens; Crystallin; Mixed-association (Siezen, 

R.J.) 
Solvent perhubation 

Sarcoplasmic reticulum: ATPase (Fronticelli. C.) 
Solvent relaxation 

Fluorescence depolarization (Lakowict J.R.) 
Solvent water relaxation 

Dielectric spectrum: Phospholipid vesicle; Dielectric 
relaxation; Zwitterion relaxation; Counterion relaxa- 
tion (Pottel, R.) 

Special pair 
Chlorophyll; Dimer structure; Magnetic circular di- 
chroism; Exciton interaction; Pure dimer (Zeven- 
huijzen, D.) 

Spermidine 
Basicity; Microprotonation constant: Two-dimen- 
sional NMR (Onasch. F.) 

Spin labelling 
Human serum albumin; Tetrachlorosalicylanilide; 
Photoallergen; Binding site; (ESR) (Barratt. M.D.) 

StopPed-flow dilution 
Hemocyanin; Microheterogeneity: Association-dis- 
sociation equilibrium; Pressure effect: Differential 
sedimentation (Siezen, R.J.) 

Stopped-flow dilution amplihrde 
Hemocyanin sedimentarion: Microheterogeneity: 
Whole-half molecule reequilibration; Fractionation 
simulation (Tai, M.-S.) 

Substrate binding site 
Periplasmic binding protein; J protein; Conforma- 
tional change; ‘H-NMR; (S. typhphimurium) (Cedel. 
T.E.) 

Tetrachlorosalicylanilide 
Human serum albumin; Photoallergen; Binding site; 
Spin labelling; (ESR) (Barratt, M.D.) 

Thermal transition 
Tryptophan fluorescence; Tyrosine fluorescence; 
Phenylalanine fluorescence: Parvalbumin; a-Lac- 
talbumin (Permyakov. LA.) 
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Thermodynamic buffer 
Transient kinetics; Relaxation curve; Lyapunov ex- 
ponents; Adenylic energy charge; Constant of mo- 
tion (Stucki, J-W.) 

Thermodynamics 
Phospholipase A,; Calcium binding (Hedwig, G.R.) 

a-Tocapherol 
Pressure effect; Phase transition; Liposome; 
Cholesterol; Fluorescence polarization (Tamura. K.) 

Transient kinetics 
Thermodynamic buffer; Relaxation curve: Lyapunov 
exponents: Adenylic energy charge: Constant of mo- 

tion (Stucki, J.W.) 
Transient state kinetics 

pH modulation; Double-intermediate mechanism; 
Enzyme kinetics (Ricard, J.) 
pH modulation; Acid phosphatase; Enzyme kinetics 
(Crasnier, M.) 

Tryptophan fluorescence 
Tyrosine fluorescence; Phenylalanine fluorescence; 
Thermal transition; Parvalbumin; a-Lactalbumin 
(Permyakov, EA.) 
Fluorescence depolarization; Ligand binding; Oxy- 
gen quenching (Maliwal, B.P.) 

Two-dimensional NMR 
Basicity; Spermidine; Microprotonation constant 
(Onasch. F.) 

Tyrosine fluorescence 
Tryptophan fluorescence; Phenylalanine fluores- 
cence; Thermal transition: Parvalbumin: a- 
Lactalbumin (Permyakov, E.A.) 

Ultrafiltration 
Protein interaction; Protein complex; J-ens; Crystal- 
lin: Self-association; Mixed-association (S&en. R.J.) 

urease 
Protein oligomer symmetry; Cross-linking; Hexamer; 
Hemocyanin (Sculley, M.J.) 

Volume fluctuation 
Phase fluorometry; Arylanthracene; Dynamics; Flu- 
orescence lifetime (Laczko, G.) 

Whole-half molecule reequilibration 
Stopped-flow dilution amplitude; Hemocyanin sedi- 
mentation; Microheterogeneity; Fractionation simu- 
lation (Tai, M.-S.) 

Yeast tRNAPhe 
Reactivity; Electrostatic field; Accessibility (Lavery. 

R.) 

Zwitterion relaxation 
Dielectric spectrum; Phospholipid vesicle; Dielectric 
relaxation; Solvent water relaxation; Counterion re- 
laxation (Pottel. R.) 
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