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SUBJECT INDEX TO VOLUME 26 (1987) 

Active tmuspmi Ca* + level 
Immobikzed enzyme; Functional structure; pH ef- 
fect; H+ pump (Vincent, J.-C.) 

AdSOrptiOn 
Phospholipid vesicle; Interfacial reaction; Tempera- 
ture-jump kinetics (Ruf, H.) 

Amphipbilic durg 
Phosphatidylcholine vesicle; Anion effect; NMR 
(Eriksson, L.E.G.) 

I-Anilinona~t~ene-&sulfonic acid 
Bovine serum albumin; Protein-ligand binding; 
Binding kinetics; Stopped-flow; Fast-flow mixer 
(Regenfuss, P.) 

Anion bludlng 
Carbonic anbydrase; Temperature-jump kinetics 
(Prabhananda, B.S.) 

Anion effect 
Phosphatidylcholine vesicle; Amphiphilic drug; 
NMR (Eriksson, L.E.G.) 
Complexation kinetics; Lariat crown ether; Solvent 
effect; Ultrasonic absorption (Gokel, G.W.) 

Anisotropy decay 
Fluorescence decay; Frequency-domain fluorome- 
try; tRNAPhe (Wells, B.D.) 

ATP utilization 
Nonequilibrium thermodynamics; Thermodynamic 
buffering; Oxidative phosphorylation; Optimal 
buffering activity (Veuthey, A.-L.) 

Autocatalysis 
Template replication; Diversification; Chemical 
selection; Teleonomy; Quasi-species; Microscopi- 
cally distinguishable sequences (Lifson, S) 

Etelousov-Zhabotlnskii reaction 
Chemical pattern; Oscillating glycolysis; Image 
evaluation; Two-dimensional spcctrophotometry; 
Perspective graphics (Mtiller, S.C.) 

Biidiug kluetics 
Bovine serum albumin; Protein-ligand binding; 
Stopped-flow; Fast-flow mixer, I-Anilinonaphtha- 
lene-8-sulfonic acid (Regenfuss, P.) 
Incorporation kinetics; Supramolecular aggregate; 
Diffusion control (Schwarx, G.) 

Bovine serum &umlu 
Protein-&and binding; Binding kinetics; Stopped 
flow; Fast-flow mixer; 1-Anilinonaphthalene-8-snl- 
fonic acid (Regenfuss, P,) 
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Stimulus-secretion coupling; Ion channel; Mast cell; 
Na*/H+ exchange (Pecht, I.) 

Carbonic anltydrase 
Anion binding; Temperaturejump kinetics (Prabha- 
nanda, B.S.) 

Chaotmpic salt 
Z-DNA; left-handed DNA; Kinetics; (M !ysode&-ri- 
CILF) (Hamori, E.) 

Chemical pattern 
Belousov-Zhabotinsk reaction; Oscillating glycoly- 
sis; Image evaluation; Two-dimensional spectropho- 
ton-retry; Perspective graphics (Miiller, SC.) 

Chemical selection 
Template replication; Autocatalysis; Diversifica- 
tion; Teleonomy; Quasi-species; Microscopically 
distinguishable sequences (Lifson, S) 

Chlorophyll e 
Chlorophyll b; Pheophytin a; Liquid crystal; Rcso- 
nance Raman spectrum (Wrbbel, D.) 

Chlorophyll b 
Chlorophyll o; Phcophytin o; Liquid crystal; Reso- 
nance Raman spectrum (Wrobel, D.) 

Cbloroquine 
Hysteresis; supercoiled plasmid DNA; left-handed 
DNA; Monoclonal antibody; Filter assay (Pohl, 
F.M.) 

CO stretching bend 
Myoglobin; Conformational substate hierarchy; 
Protein relaxation; Protein dynamics; Control much- 
anism (Ansari, A.) 

Collision complex formation 
Conformation change; Enzyme kinetics (Gutfreund, 
H.) 

Complexation kinetics 
Lariat crown ether; Solvent effect; Anion effect; 
Ultrasonic absorption (Gokel, G.W.) 

Computaliou 
Movement detection; Optical motion (Reichardt, W.) 

Computer simulation 
Infection mechanism; Protein synthesis; DNA repli- 
cation; Lag time; (Phage T3, Phage ‘I7) (Buchholtz, 
F.) 

conformation chenge 
Collision complex formation; Enzyme kinetics 
(Gutfrennd, H.) 
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Conformational substate hierarchy 
Myoglobin; CO stretching band; Protein relaxation; 
Protein dynamics; Control mechanism (Ansari, A.) 

Control mechanism 
Myoglobin; CO stretching band; Conformational 
substate hierarchy; Protein relaxation; Protein dy 
narnics (Ansari, A.) 

CCQpI?ratiVity 
SSB protein; Internal motion; NMR; Electron mi- 
croscopy (Greipel, J.) 

De-Sdlii 
Mecharm-chemical coupling; Swelling; Enzyme 
compartment (Valleton, J.-M.) 

Diffusion cona 
Binding kinetics; Incorporation kinetics; Supramo- 
lecular aggregate (Schwarz, G.) 

Diiersification 
Template replication; Autocatalysis; Chemical selec- 
tion; Teleonomy; Quasi-species; Microscopically 
distinguishable sequences (Lifson, S) 

curved DNA 
kinetoplast DNA; Rotational relaxation time; Elec- 
tric dicbroism (Diekmann, S.) 

kinetoplast DNA 
Rotational relaxation time; Electric dichroism; 
curved DNA (Diekmarm, S.) 

left-handed DNA 
Z-DNA; Kinetics; Chaotropic salt; (M. lymdefkti- 
cur) (Hamori, E.) 
Hysteresis; Cbloroquine; supercoiled plasmid DNA; 
Monoclonal antibody; Filter assay (Pohl, F.M.) 

supercoiled plasmid DNA 
Hysteresis; Chloroqtie; left-handed DNA; Mono- 
clonal antibody; Filter assay (Pohl, F.M.) 

Z-DNA 
left-handed DNA; Kinetics; Chaotropic salt; (hf. 
lydeiktim) (Hamori, E.) 

DNA-protein complex 
Structural transition; Mole&r hybridization; Muta- 
tion analysis: double-stranded RNA; Viroid (Rosen- 
baum, V.) 

DNA replication 
Infection mechanism; Protein synthesis; Lag time; 
Computer simulation: (Phage T3, Phage T7) (Buch- 
holtz. F.) 

Electric dichroism 
kinetoplast DNA; Rotational relaxation time; curved 
DNA (Diekmann, S.) 

Electric differentiation 
F!ktric potedd; Light/dark transition; Water-film 
electrode; (Chum corallinrr) (Ogata, K.) 

Electric field effect 
Hemoglobin (Briiunig, R.) 
Electrofusion model; Electroporation; Membrane 
pore coalescence; Pore percolation; Protein percola- 
tion (Sugar, I.P.) 
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Statistical test; Model discrimination; Nonlinear re- 
gression; Ligand binding; Pharmacokinetics (Bards- 
ley, W.G.) 
Collision complex formation; Conformation change 
(Gutfreund, H.) 1 

Enzyme structure 

375 

385 

385 

375 

Halophilic enzyme; Halobacteria; Malate dehydro- 
genase; Neutron scattering; Ultracentrifugation 
(Calmettes, P.) 279 

Fast-flow mixer 
Bovine serum albumin, Protein-ligand binding; 
Binding kinetics; Stopped-flow; 1-Anilinonaphtha- 
lene&sulfonic acid (Regenfuss, P.) 

Fibrinogen 
Fluorescence polarization; Protein flexibility; Rota- 
tional diffusion (Acuira, A.U.) 
Fluorescence polarization; Rotational diffusion; 
Protein hydrodynamics (Acuiia, A.U.) 

Filter assay 
235 

171 

207 

71 

181 

321 

Eleetrlc potential 
Electric differentiation; Light/dark transition; 
Water-film electrode; (Chara coralha) (Ogata, K.) 

Fhctrofusion model 
Electric field effect; Electroporation; Membrane 
Pore coalescence; Pore percolation: Protein percola- 
tion (Sugar, I.P.) 

Electron microscopy 
SSB protein; Cooperativity; Internal motion; NMR 
(Greipel, J.) 

Electmporation 
Electric field effect; Electrofusion model; Mem- 
brane pore coalescence; Pore percolation; Protein 
percolation (Sugar, I.P.) 

Energy transfer 
Fluorescence; Fluorophore; FGrster energy transfer 
(Woolley, P.) 

Enzyme compartment 
Mechano-chemical coupling; Swelling: De-swelling 
(Valleton, J.-M.) 

71 

321 

149 

321 

367 

29 

1 

17 

Hysteresis; Chloroquine; supercoiled plasmid DNA; 
left-handed DNA; Monoclonal antibody (Pohl, 
F.M.) 

FIuorescence 
Fluorophore; Energy transfer; Fkirster energy ~rans- 
fer (Woolley, P.) 

Fluorescence decay 
Frequency-domain fluorometry; tRNAPhc; Anisot- 
ropy decay (Wells, B.D.) 

Fluoreseenee polarization 
Protein flexibility; Fibrinogen; Rotational diffusion 
(AcuBa, A.U.) 
Rotational diffusion; Fibrinogen; Protein hydrody- 
namics (Act&q A.U.) 

l%lorophore 
Fluorescence; Energy transfer; Farster energy trans- 
fer (Woolley, P.) 
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Fur&r energy lransfer 
Fluorescence; Fkorophore; Energy transfer {Wool- 
ley, P.) 367 

Frequency-domaht fluorumetry 
Fluorescence decay; tRNA*‘; Anisotropy decay 
(wells, B.D.) 39 

Ftmetional structure 
Immobilized enzyme; Active transport; pH effect; 
H+ pump (Vincent, J.-C.) 45 

H+P=P 
lmmobihzed enzyme; Active transport; Functional 
structure; pH effect (Vincent, J.-C.) 

Halobacteria 
45 

Halophilic enzyme; Malate dehydrogenase; Neutron 
scattering; Ultracentrifngation; Enzyme structure 
(Cahuettes, P.) 

Halophilic enzyme 
219 

Halobacteria; Malate dehydrogenase; Neutron scat- 
tering; Ultracentrifugation; Enzyme structure 
(Calmettes, P.) 

Hemnglohhr 
279 

Electric field effect (Braunig, R.) 
Hysteresis 

181 

Chloroquine; supercoiled plasmid DNA; left-handed 
DNA; Monoclonal antibody; Filter assay (P&l, 
FM.) 385 

Image evaluation 
Chemical pattern, Belousov-Zhabotinskii reaction; 
Oscillating glycdysis; Two-dimensional spectropho- 
tometry; Perspective graphics (Miiller, S.C.) 

hnmobRised enzyme 
Active transport; Functional structure; pH effect; 
H+ pump (Vincent, J.-C.) 

IncorPcuatiou kinetics 
Binding kinetics; Supramolecular aggregate; Diffu- 
sion control (Schwarz, G.) 

Infection meehauism 
Protein synthesis; DNA replication; Lag time; Com- 
puter simulation; (Phage T3, Phage l7) (Buchboltz, 
F.) 

Interfacial readion 

351 

45 

163 

171 

Phospholipid vesicle; Adsorption: Temperature- 
jump kinetics (Ruf, H.) 

Internal mutiw 
313 

SSB protein; Cooperativity; NMR, Electron tni- 
croscopy (Greipel, J.) 

Ion channel 
149 

Stimulus-secretion coupbng; Ca2+ level; Mast cell; 
Na+/H+ exchange (Pecht, I.) 291 

Kin&es 
Z-DNA; left-handed DNA; Cbaotropic salt; (M. 
lywdeiktieur) (Hamori, E.) 375 

Lag time 
Infection mechanism; Protein synthesis; DNA repli- 
cation; Computer simulation; (Phage T3, Phage T7) 
(Buchholtz, F.) 171 

Lariat crown ether 
Complexation kinetics; Solvent effect; Anion effect; 
Ultrasonic absorption (Gokel, G.W.) 

Ligand binding 
Statistical test; Model discrimination; Nonlinear re 
gression; Enzyme kinetics; Pharmacokinetics 
(Bard&y, W.G.) 

Light /dark transition 
Electric differentiation; Electric potential; Waler- 
film electrode; (Chnro corullina) (Ogata, K.) 

Liquid crystal 
Chlorophyll a; Chlorophyll b; Pheophytin a; Reso- 
nance Raman spectrum (Wrobel, D.) 

Malate dehydmgenase 
Halophilic enzyme; Halobacteria; Neutron scatter- 
ing; Ultracentrifugatioo; Enzyme structure (Cal- 
mettes, P.) 

Mast eell 
Stimulus-secretion coupling; Gas+ level; Ion chan- 
nel; Na+/H+ exchange (Pecht, 1.) 

Meehauo-chemical ceupliig 
Swelling; Deswelliug; Enzyme compartment (VaBe- 
ton, J.-M.) 

Membrane Pore coalescence 
Electric field effect; Electrofusion model; Electra- 
poration; Pore percolation; Protein percolation 
(Sugar, 1.P.) 

Metal-ion binding stability 
Polynucleotide; Mg2+;Ni2+; Relaxation kinetics 
(Diebler, H.) 

Mg’+ 
Polynucleotide; Ni2*; Metal-ion binding stability; 
Relaxation kinetics (Diebler, H.) 

MiernscoPicaBy dkstiuguishabte sequeneus 
Template replication; Autocatalysis; Diversifica- 
tion; Chemical selection; Teleonomy; Quasi-species 
(Lifson, S) 

Model diserimiion 
Statistical test; Nonlinear regression; Enzyme kinet- 
ics; Ligand binding; Pharmaeokinetics (Bardsley, 
W.G.) 

Mdeeular dynamics 
Ribonuclease T,; Protein dynamics; Time-resolved 
fluorescence; Thertnoddynamics (MacKerelI, A.D., Jr) 

Molecular evdution 
Optimization; Polyribonucleotide folding; Quasi- 
species: Selective value: Stochastic reaction kinetics 
(Fontana, W.) 

Moleeuhu hybridization 
Structural transition; Mutation analysis: double- 
stranded RNA; DNA-protein complex; Viroid (Ro- 
senbaum, V.) 

Mooorlonrl antibndy 
Hysteresis; Chloroquine; supercoiled plasmid DNA; 
Left-handed DNA, Filter assay (Pohl, F.M.) 

Movement detection 
Computation; Optical motion (Reichardt, W.) 
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Mutation analysis Pharmacokinetia 
Structural transition; Molecular hybridization; dou- 
ble-stranded RNA; DNA-protein complex; Viroid 
(Rosenbaum, V.) 

Myoglobin 
235 

Statistical test; Model discrimination; Nonlinear re- 
gression; Enzyme kinetics; Ligand binding (Bards- 
ley, W.G.) 

Phoopbytin (I 
CO stretching band; Conformational substate 
hierarchy; Protein relaxation; Protein dynamics; 
Control mechanism (Ansari, A.) 331 

Na+/H + exchange 
Stimulus-secretion coupling; Ca2+ level; Ion chan- 
nel; Mast cell (Pecht, I.) 

Neutron scattering 
291 

Chlorophyll 0; Chlorophyll h; Liquid crystal; Reso- 
nance Raman spectrum (Wr6bel. D.) 

Phosphatidylcholine vesicle 
Amphiphilic drug; Anion effect; NMR (Eriksson, 
L.E.G.) 

Pbospholipid vesicle 

Halophilic enzyme; Halobacteria; Malata dehydro- 
genase; Ultracentrifugation; Enzyme structure (Cal- 
mettes, P.) 

Ni*+ 
Polynucleotide; Mg ‘+. Metal-ion binding stability; , 
Relaxation kinetics (Diebler, H.) 

NMR 

279 

Phosphatidylcholine vesicle; Amphiphilic drug; An- 
ion effect (Eriksson, L.E.G.) 
SSB protein; Cooperativity; Internal motion; Elec- 
tron microscopy (Greipel, J.) 

Nonequilibrium thermodynamics 
Thermodynamic buffering; ATP utilization; Oxida- 
tive phosphorylation; Optimal buffering activity 
(Veuthey, A.-L.) 

Nonlinear regression 

193 

9 

149 

Adsorption; Interfacial reaction; Temperature-Jump 
kinetics (Ruf, H.) 

Polynucleotide 
Mg2+; , Ni’+. Metal-ion binding stability; Relaxa- 
tion kinetics (Diebler, H.) 

Polyribonucleotide folding 
Molecular evolution; Optimization; Quasi-species; 
Selective value; Stochastic reaction kinetics 
(Fontana, W.) 

Pore percolation 
Electric field effect; Electrofusion model; Electro- 
poration; Membrane pore coalescence; Protein per- 
colation (Sugar, I.P.) 

SSB protein 

19 

Cooperativity; Internal motion; NMR; Electron mi- 
croscopy (Greipel, J.) 

Protein dynamics 

Statistical test; Model discrimination; Enzyme 
kinetics; Ligand binding; Pharmacokinetics (Bards- 
ley, W.G.) 1 

Optical motion 
Movement detection; Computation (Reichardt, W.) 

Optimal buffering activity 
Nonequilibrium thermodynamics; Thermodynamic 
buffering; ATP utilization; Owidative phosphoryla- 
tion (Veuthcy, A.-L.) 

Optimization 

263 

19 

Molecular evolution; Polyribonucleotide folding; 
Quasi-species; Selective value; Stochastic reaction 
kinetics (Fontana, W.) 

Oscillating glycolysis 
123 

Chemical pattern; Belousov-Zhabotinskii reaction; 
Image evaluation; Two-dimensional spectropho- 
tometry; Perspective graphics (Miiller, SC.) 

Oxidstive phospborylation 
Nonequilibrium thermodynamics; Thermodynamic 
buffering; ATP utilization: Optimal buffering activ- 
ity (Veuthey, A.-L.) 

Ribonucle%e TI: Time-resolved fluorescence; Ther- 
modynamics; Molecular dynamics (MacKerell, A.D., 
Jr) 
Myoglobin; CO stretching band; Conformational 
substate hierarchy; Protein relaxation; Control 
mechanism (Ansari, A.) 

Protein flexibility 
Fluorescence polarization: Fibrinogen; Rotational 
diffusion (Acuiia, A.U.) 

Protein hydmdynamicv 
Fluorescence polarization, Rotational diffusion; 
Fibrinogen (Acuiia, A.U.) 

Protein-ligand binding 
Bovine serum albumin; Binding kinetics; Stopped- 
flow; Fast-flow mixer; I-Anilinonaphthalene-8- 
sulfonic acid (Regenfuss. P.) 

Protein percolation 

357 
Wectric field effect; Electrofusion model; Electro- 
poration; Membrane pore coalescence; Pore perco- 
lation (Sugar, I.P.) 

Protein relaxation 

19 

Perspective graphics 

Myoglobin; CO stretching band; Conformational 
substate hierarchy; Protein dynamics; Control 
mechanism (Ansari, A.) 

Protein synthesis 
Chemical pattern; Belousov-Zhabotinsksii reaction; 
Oscillating glywlysis; Image evaluation; Two-cl- 
mensional spectrophotometry (Miiller, S.C.) 

pH effect 

Infection mechanism; DNA replication; Lag time; 
Computer simulation; (Phage T3, Phage T7) (Buch- 
holtz, F.) 

Immobilized enzyme; Active transport; Functional 
structure; H+ pump (Vincent, J.-C.) 
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Quasi-species 
Molecular evolution; Optimization; Polyribonucleo- 
tide folding; Selective value; Stochastic reaction 
kinetics (Fontana, W.) 
Template replication; Autocatalysis; Diversifi- 
cation; Chemical selection; Teleonomy; Microscopi- 
cally distinguishable sequences (Lifson, S) 

Relaxation kinetics 
Polynucleotide; Mg ‘+. Ni’+; Metal-ion binding , 
stability (Diebler, H.) 

Resonance Raman spectrum 
Chlorophyll o; Chlorophyll b; Pheophytin a; Liquid 
crystal (Wrbbel, D.) 

Ribonuclease T, 
Protein dynamics; Time-resolved fluorescence; 
Thermodynamics; Molecular dynamics (MacKerell, 
A.D.. Jr) 

double-stranded RNA 
Structural transition; Molecular hybridization; Mu- 
tation analysis: DNA-protein complex; Viroid (Ro- 
senbaum, V.) 

tRNAPhO 
Fluorescence decay; Frequency-domain fluorome- 
try; Anisotropy decay (Wells, B.D.) 

Rotational diffusion 
Fluorescence polarization; Protein flexibility; Fi- 
brinogen (Acuiia, A.U.) 
Fluorescence polarization; Fibrinogen; Protein hy- 
drodynamics (Acuiia, A.U.) 

Rotational relaxation time 
kinetoplast DNA; Electric dichroism; curved DNA 
(Diekmann, S.) 

Selective value 
Molecular evolution; Optimization; Polyribonu- 
cleotide folding; Quasi-species; Stochastic reaction 
kinetics (Fontana, W.) 

Solvent effect 
Complexation kinetics; Lariat crown ether; Anion 
effect; Ultrasonic absorption (Gokel, G.W.) 

statistical test 
Model discrimination; Nonlinear regression; En- 
zyme kinetics; Ligand binding: Pharmacokinetics 
{Bardsley, W.G.) 

Stimulus-wcretion coupling 
Ca’+ level; Ion channel; Mast cell; Na+/H+ ex- 
change (Pecht, I.) 

Stochastic reaction kinetics 
Molecular evolution; Optimization: Polyribonu- 
cleotide folding; Quasi-species; Selective value 

,(Fontana, W.) 
stopped-flow 

Bovine serum albumin; Protein-ligand binding: 
Binding kinetics; Fast-flow mixer; I-Anilinonaph- 
thalene-8-sulfonic acid (Regenfuss, P.) 
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Structural transition 
Molecular hybridization; Mutation analysis; double- 
stranded RNA; DNA-protein complex; Viroid (Ro- 
senbaum, V.) 

Supramdewlar aggregate 
Binding kinetics; Incorporation kinetics; Diffusion 
control (Schwarz, G.) 

Swelling 
Mechanochemical coupling; De-swelling; Enzyme 
compartment (Valleton, J.-M.} 

Teleonomy 
Template replication; Autocatalysis; Diversifica- 
tion; Chemical selection; Quasi-species; Microscopi- 
cally distinguishable sequences (Lifson, S) 

Temperature-jump kinetics 
Anion binding: Carbonic anhydrase (Prabhananda, 
B.S.) 
Phospholipid vesicle; Adsorption; Interfacial reac- 
tion (Ruf, H.) 

Template replication 
Autocatalysis; Diversification; Chemical selection; 
Teleonomy; Quasi-species; Microscopically distin- 
guishable sequences (Lifson, S) 

Thermodynamic buffering 
Noncquilibrium thermodynamics; ATP utilization, 
Oxidative phosphorylation; Optimal buffering activ- 
ity (Veuthey, A.-L.) 

llwmmdynamics 
Ribonuclease T,; Protein dynamics; Time-resolved 
fluorescence; Molecular dynamics (MacKerell, A.D., 
JO 

Time-resolved fluorescence 
Ribonuclease T,; Protein dynamics; Thermody- 
namics; Molecular dynamics (MacKerell, A.D., Jr) 

Tw+dtensional spectrophotometry 
Chenucal pattern; Belousov-Zhabotinskii reaction; 
Oscillating glycolysis; Image evaluation; Perspective 
graphics (Miiller, S.C.) 

Ultraceutrifugation 
Halophilic enzyme; Halobacteria; Malate dehydro- 
genase; Neutron scattering; Enzyme structure 
(Calmettes, P.) 

Ultrawnic absorption 
Complexation kinetics; Lariat crown either; Solvent 
effect; Anion effect (Gokel, G.W.) 

Viroid 
Structural transition; Molecular hybridization: Mu- 
tation analysis; double-stranded RNA; DNA-pro- 
tein complex (Rosenbaum, V.) 

Water-film eleclmde 
Electric differentiation; Electric potential; Light/ 
dark transition: (Chwa corallino) (Ogata, K.) 
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