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SUBJECT INDEX TO VOLUME 31(1988) 

iV-Aeetyiamlno acid N’-methylam& 
Solution conformation; NMR (Siemion, I.Z. (31) 71) 

A-CbdO 
Ricim B-chain; CD; Lactose binding (Wawrzynczak, E.J. (31) 
301) 

Advity mefficient 
Polyelectrolyte; Counterion condensation (Satoh, M. (31) 209) 

Alkyl side chain 
Helix sense; u-Helix; Optical rotatory dispersion; Circular 
dichroism; Copolyaspartate; Ordered side chain structure 
(Tsujita, Y. (31) 11) 

Glycine; Diglycine; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (~rovnik, E. (31) 197) 

Amide proton exchange 
Protein folding; Antibody; NMR (Rim, P.S. (31) 107) 

Protein folding; Amide proton exchange; NMR (Kim, P.S. 
(31) 107) 

Arginii~vmopressin 
Arginine-vaaopressin analog; CD, Peptide conformation 
(Gmonka, Z. (31) 87) 

Arglnlne-vaaepmaaln analog 
Argininevasopressin, CD; Peptide conformation (Grzonka, Z. 
(31) 87) 

Aromaticrlng interaction 
u-Helix; C-peptide; Peptide conformation (Dadlez, M. (31) 
175) 

Artificial membrane 
Membrane potential; DOMES layer (‘Irubuil, A. (31) 217) 

B-ehaln 
Ricin; A-chain, CD; Lactose binding (Wawmynczak, E.J. (31) 
301). ‘.. 

,..’ 
Binding eombutt 
Znz+. ‘+* Heparin binding; Salt effect; Scatchard plot 
(Ma&d: (31) 295) 

Betmdary cettdltlon approach 
Chemoreception (Geurts, B.J. (31) 317) 

Branched polypeptlde 
4-EthoxymethyleneZ-phenyl-5(4H)-oxazolone; Polypeptide- 
hapten conjugate; CD; Conformation (Hudecz, F. (31) 53) 

c2’ 
Zr?; Heparln biding; Salt effect; Scatchard plot; Binding 
constant (Mattai, J. (31) 295) 

Ca2 +&nllng pmteln 
Protein structure; Protein folding (Boguta, G. (31) 133) 

S-Hemolysin; Fluorescence intensity; 
Tryptophan (Garone, L. (31) 231) 

Calorimetry 
Thermodynamics; Protein stability: 
naturation (Franks, F. (31) 307) 

Cavity formation 

Fluorescence anisotropy: 

Cold denaturation: De 

Glycine; Diglycine;. Alkylurea; Gibbs free energy of transfer; 
Scaled particle theory (~erovnik, E. (31) 197) 

CD 
Immunoglobulin A,; Hinge region oligopeptide; 13C-NMR, 
Enzymeinhibitor (Siemiong I.Z. (31) 35) 

Toxin; Oxytocin; Vasopressin; Disulfide bond (Hider, R.C. 
(31) 45) 

Branched polypeptide; 4-Ethoxymethylene2-phenyl5(4H)- 
oxa@one; Polypeptide-hapten conjugate; Conformation 
(Hudccz, F. (31) 53) 

a-Helix; B-Sheet; g-Turn (Manning, MC. (31) 77) 

Arginine-vasopressin; Arginin~vasopressin analog; Peptide 
conformation (Gnonka, 2. (31) 87) 

>. 

Poly(L-lysine); Random coil; Protein folding; Protein de- 
naturation (Drake, A.F. (31) 143) 

I-Iistonepolynucleotide interaction; Filter retention (Girardet, 
J.-L. (31) 275) 
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Ricin; A-chain; B-chain; Lactose binding (Wawrzynczak, E.J. 
(31) 301) 

Boundary condition approach (Gem%, B.J. (31) 317) 

a-ChymutryPaIn dlmerizatlot~ 
Thermodynamic nonideality; Excluded volume; Sucrose activ- 
ity coefficient (Sheatwin, RE. (31) 287) 

Ciradar dichroism 
Helix sense; a-Helix; Optical rotatory dispersion; Copolyas- 
partate; Ordered side chain structure; Alkyl side chain (Tsujita, 
Y. (31) 11) 

Cold tlemtumtion 
Thermodynamics; Protein stability; Calorimetry; Denaturation 
(Franks, F. (31) 307) 

conformation 
Branched polypeptide; 4-Ethoxymethylene2-phenyl-S(4I-Q 
oxazolone; Polypeptide-hapten conjugate; CD (Hudea, F. (31) 

53) 

GnlforlMtloMl adysis 
Conformational restriction; Cyclic opioid peptide analog; 
Receptor-bound conformation; Receptor selectivity; Signal 
transduction @chiller, P.W. (31) 63) 

Conf-tfonal equllibrlum 
DL-Ohgophenylalauine; HPLC; Lipid effect (Bait& MC. (31) 

3) 

Conf-tfonaf resbictfon 
Cyclic opioid peptide analog; Receptor-bound conformation; 
Receptor selectivity; Signal transduction; Conformational 
analysis (Schiller, P.W. (31) 63) 

Helix sense; a-H& Optical rotatory dispersion; Ciroular 
dichroism; Ordered side chain structure; Alkyl side chain 
(Tsujita, Y. (31) 11) 

cknmtedotl amdensatlorl 
Polyelectrolyte; Activity coefficient (Satoh, M. (31) 209) 

a-Helix; Peptide conformation; Aromatic ring interaction 
(Dadleq M. (31) 175) 

C-peptide confomuAkn~ 
a-Helix, Electrostatic interaction; a-Helix dipole (Godzik, A. 

(31) 29) 

Cyclic opioid peptide analog 
Conformational restriction; Receptor-bound conformation; 
Receptor selectivity; Signal transduction; Conformational 
analysis (S&tiller, P.W. (31) 63) 

Cydic paptide 
Solution conformation; Energy calculation; Nuclear Gver- 
hauser effect (Shenderotich, M.D. (31) 163) 

Thermodynamics; Protein stability; Cold denaturation; 
Calorimetry (Franks, F. (31) 307) 

Diglyciue 
Glyoine; Alkylurea; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (&rovnik, B. (31) 197) 

Dfklllfide bond 
Toxin; Refolding; Tbiol exchange (Smith, DC. (31) 21) 

CD; Toxin; Oxytociq Vasopressin (Hider, R.C. (31) 45) 

Donnan layer 
Membrane potential; Artificial membrane (Tntbuil, A. (31) 
217) 

Electrolyte 
Membrane transport; Membrane potential (Ohshima, H. (31) 
225) 

El- absotption 
Pluorimetry; Fluorophore; Tyrosine; Molecular dimensions 
(Jankowslci, A. (31) 147) 

Eleetrosmtic interwtion 
u-Helix, a-Helix dipole; C-peptide conformation (God&, A. 

(31) 29) 

Energy ealeulation 
Peptide conformation; Solution conformation; Spin-labeled 
angiotensin (Nikiforovich, G.V. (31) 101) 

Cyclic peptide; Solution conformation; Nuclear Overhauser 
effect (Shenderovich, M.D. (31) 163) 

Rnsyme luhIbitor 
Immunoglobttlin A,; Hinge region oligopeptide: r3C-NMR, 
CD (Siemion, 1.2. (31) 35) 

4_Ethoxymethylene_Zp.~4~~~o~ 
Branched polypeptide; Polypeptidehapten conjugate; CD; 
Conformation (Hudeu, F. (31) 53) 

Exduded volume 
Themwdyncunic nonideality; a-Chymotrypsin dimerization; 
Sucrose activity coefficient (Shearwin, K.E. (31) 287) 

Filter retention 
Histonepolynucleotide interaction; CD (Girardet, J.-L. (31) 
275) 

Fluoreswlnfsothieeyanatcdcxtran 
Translational diffusion; Sephadex gel; Partition coefficient; 
Size-exclusion chromatography (Poitevin, E. (31) 247) 
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Fi-anlsotmpy 
&Hemolysin, Cshuoduhn; Fluorescence intensity; Tryptophan 
(Garone, L. (31) 231) 

Fluorescence intensity 
S-Hemolysin; Cahnodulin, FIuorescence anisotropy; Tryp- 
tophan (Garone, L. (31) 231) 

Fluorescence quemhing 
Lifetime decay; Frequency-domain fluorometry; Transient ef- 
fect (Gryczynski, I. (31) 269) 

Fhrorophore; Electronic absorption; Tyrosine; Molecular di- 
mensions (Jankowski, A. (31) 147) 

Fluorhnetry; Electronic absorption: Tyrosine; Molecular di- 
mensions (Jankowski, A. (31) 147) 

Fourier transfmm 
Laser absorption; PyridoxaI 5’-phosphate; Protein dynamics 
(Ledbetter, J.W. (31) 259) 

Frequmq-&mainfluorometly 
Lifetime decay; FIuo twxnce quenching; Transient effect 
(Gryczynski, I. (31) 269) 

Gibbsfreeenergyofiramfer 
Glycine; Diglycine; Alkyhea; Cavity formation; sfakd par- 
ticle theory (?.erovnik, E. (31) 197) 

DigIycine; Akylurea; Gibbs free energy of transfer; Cavity 
formation; Scaled particle theory (kerovnik, E. (31) 197) 

a-Helix 
Helix sense; Optical rotatory dispersion; Cider dicbroism; 
Copolyaspartate; Ordered side chain structure; AIkyl side chain 
(Tsujita, Y. (31) 11) 

Electrostatic interaction; n-Helix dipole; C-peptide conforma- 
tion (Gods& A. (31) 29) 

CD; &Sheet; /%Turn (Manning M.C. (31) 77) 

Gpeptide; Peptide conformation; Aromatic ring interaction 
(Dadlez, M. (31) 175) 

a-Helix, Electrostatic interaction; C-peptide conformation 
(God&, A. (31) 29) 

Helii sense 
a-Helix, Optical rotatory dispersion; Circular dichroti, 
Copolyaspartatc; Ordered side chain structure; AIkyl side chain 
(Tsujita, Y. (31) 11) 

B-Hemnlyshs 
cahnodulin; Fhtorescen ce intensity; FIuorescen~ anisotropy; 
Tryptophan (Garone, L. (31) 231) 

HeperIn binding 
Zn”. Ca2+; Salt effect; 
(Ma&, J. (31) 295) 

Scatchard plot; Binding constant 

Heterogeneons reaction 
Regulatory peptide; Receptor sel,ection; Membrane interac- 
tion; Secondary structure prediction (Sargent, D.F. (31) 183) 

Hinge =tw obw4-e 
Immunoglobuhn A,; 13C-NMR, CD; Enzyme inhibitor (Siem- 
ion, I.Z. (31) 35) 

HI&me-poIynucIeot inter&Ion 
Filter retention; CD (Girardet, J.-L. (31) 275) 

HPLC 
Conformational equihbritnn; DL-Ohgophenylalaninelanine; Lipid ef- 
fect (Bali6, M.C. (31) 3) 

Immune@buIhr A, 
Hinge region oligopeptide; r3C-NMR, CD, Enzyme inhibitor 
(Siernion, LZ. (31) 35) 

Lactose binding 
F&in; A-chain, B-chain; CD (wawrzynczak, EJ. (31) 301) 

Leser ahsorption 
Fourier transform; PyridoxaI 5’-phosphate; Protein dynamics 
(Ledbetter, J.W. (31) 259) 

Lifetime decay 
Fluorescence quenching; Frequency-domain fluorometry; 
Transient effect (Grycqnski, I. (31) 269) 

Lipid effect 
Conformational equilibrium; DL-OhgophenyIaIanine; HPLC 
(Btib, M.C. (31) 3) 

Mast cell degnmubxting protein 
P401; Toxin structure; tw~dimensional NMR (Vasant Kumar, 
N. (31) 113) 

Membrane interaction 
Regulatory peptide; Receptor selection; Secondary structure 
prediction; Heterogeneous reaction (Sargent, D.F. (31) 183) 

Membrane potential 
Donnan layer; ArtificiaI membrane (Trubuil, A. (31) 217) 

Membrane transport; F!kctrolyte (Oh&ha, H. (31) 225) 

Membrane tranqod 
Electrolyte; Membrane potential (Obshima, H. (31) 225) 
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Mdecdardimendons 
Fluorimeuy; Fluorophore; Electronk absorption; ‘Qrosine 
(Jankowski, A. (31) 147) 

Neurotoxin Mg 
Scorpion toxin; NM&Q Nuclear Overhauser effect; Protein 
conformation; (Buthw eupew) (Pashkov, V.S. (31) 121) ” 

NMR 
N-Acetylamino acid N’-methylamide; Solution conforma& 
(Siemion, I.Z. (31) 71) 

Protein folding; Antibody; Amide proton exchange (Kim, P.S. 
(31) 107) 

Scorpion toxin, Neurotoxin M,; Nuclear Gverhauser effect; 
Protein conformation; (Burhus eupeus) (Pashkov, V.S. (31) 
121) 

‘JC-NMR 
Immunoglob$in A,; Hinge region oligopeptide; CD; Enzyme 
inhibitor (Siemion, I.Z. (31) 35) 

twodimemionalNMR 
P401; Mast ceU degranulatiq protein; Toxin structure (Vasant 
Kumar, N. (31) 113) 

Nonrandam conformation 
Protein folding; Unfolded protein, Trypsin inhibitor; 
Ribonuclease A, (Bovine pancreas) (Creighton, T.E. (31) 155) 

Nuclear Overhauser effeel 
Scorpion toxin; Neurotoxin M,; NMR; Protein conformation; 
(&thus eupeus) (Pashkov, V.S. (31) 121) 

Cyclic peptide; Solution conformation; Energy calculation 
(Shenderovidh, M.D. (31) 163) 

DboLisophenylalpnine 

Conformatibnal equilibrium; HPLC, Lipid effect (Bai%, M.C. 
(31) 3) 

Optical rotatory dispersion 
Helix sense; a-Helix; Circular dichroism; C+olyaspartate; 
Ordered side chain structure; Alkyl side chain (Tsujita, Y. (31) 
11) 

Orderedsideehahslnscbre 
Helix sense; a-Helix; Optical rotatory dispersion; Ciicular 
dicbroism; Ckpolyasparta~ Alkyl side chain (Tsujita, Y. (31) 
11) 

CD; Toxiq Vasopressin; Disulfide bond (Hider, R.C. (31) 45) 

P401 
Mast cell degranulating protein; Toxin structure; two-dimen- 
sional NMR (Vasant &mar, N. (31) 113) 

Partition coafficient 
Translational diffusion; Fluorescein isdthiocyanate aextran; 
Sephadex gel; Size-exclusion chromatogratihy (Poitevin, E. (31) 
247) 

PePtide ennformation 
Arginine-vasopressin; Arginine-vasopressin analog; CD 
(Grzonka, Z. (31) 87) 

Energy calculation; Solution conformation; Spin-labeled 
angiotensin (Nikiforovich, G.V. (31) 101) 

a-Helix, C-peptide; Aromatic ring interaction (Dadlez, M. (31) 
175) 

Polyelectrolyte 
Counterion condensation; Activity coefficient (Satoh, M. (31) 
209) 

Poly(r-lysine) 
CD, Random coil; Protein folding; Protein denaturation 
(Drake, A.F. (31) 143) 

Pdypeptifle-bapten conjugate 
Branched polypcptide; 4-Etboxymethylene-2-phenyl-5(4I-I)- 
oxazdone; CD; Conformation (Hudecz, F. (31) 53) 

Protein eonformation 
Scorpion toxin; Neurotoxin M,; NMR, Nuclear Overhauser 
effect; (Btihus ey~ew) (Pashkov, V.S. (31) 121) 

Protem denaturation 
CD, Poly(L-Iysine); Random coil; Protein folding (Drake, A.F. 
(31) 143) 

Rotem dynamics 
Fourier transform; Laser absorption; Pyridoxal 5’-phosphate 
(Ledbetter, J.W. (31) 259) 

Protein fdding 
Antibody; Amide proton exchange; NMR (Kim, P.S. (31) 107) 

Ca’+-binding protein, Protein structure (Boguta, G. (31) 133) 

Tertiary structure; Sequence analysis (Zielenkiewig P. (31) 
139) 

CD; Poly(L-lysine); Random coil; Protein denaturation (Drake, 
A.F. (31) 143) 

Unfolded proteiq Nonrandom conformation; Trypsin inhibi- 
tor; Ribonuclease A; (Bovine pancreas) (Creighton, T.E. (31) 
155) 

Protein stability 
Thermodynamics; Cold denaturation; Calorimetry; Denatura- 
tion (Franks, F. (31) 307) 
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Protein stmeture 
Ca2+-binding protein; Protein folding (Boguta, G. (31) 133) 

pyridoxal5’-phaqhate , 
Fourier transform; Laser absorption; Protein dynamics 
(Ledbetter, J.W. (31) 259) 

Random coil 
CD; Poly(~-lysine); Protein folding; Protein denaturation 
(Drake, A.F. (31) 143) 

Receptor-bound eonformation 
Conformational restriction; Cyclic opioid peptide analog; Re 
ceptor selectivity; Signal transduction; Conformational analy- 
sis @chiller, P.W. (31) 63) 

Receptor selection 
Regulatory peptide; Membrane interaction; Secondary struc- 
ture prediction; Heterogeneous reaction (Sargent, D.F. (31) 
183) 

Receptor selectivity 
Conformational restriction; Cyclic opioid peptide analog; Re- 
ceptor-bound conformation; Signal transduction; Conforma- 
tional analysis (Schiller, P.W. (31) 63) 

Refolding 
Toxin; Disulfide bond; Tbiol exchange (Smith, D.C. (31) 21) 

Receptor selection; Membrane interaction; Secondary strw 
ture prediction; Heterogeneous reaction (Sargent, D.F. (31) 
183) 

Riimdease A 
Protein folding; Unfolded protein; Nonrandom conformation; 
Trypsin inhibitor; (Bovine pancreas) (Creighton, T.E. (31) 155) 

Rich 
A-chain, B-chain, CD; Lactose binding (Wawrzynczak, E.J. 
(31) 301) 

Salt eff& 
Zn2+; Ca*+; Heparin binding; Scatchard plot; Binding con- 
stant (Mattai, J. (31) 295) 

Scaled particle themy 
Glycine; Diglycine; Akylwea; Gibbs free energy of transfer; 
Cavity formation (gerovnik, E. (31) 197) 

scatchard plot 
Zn2+; Ca2+; Heparin binding; Salt effect; Binding constant 
(Mattai, J. (31) 295) 

Scorpion toxin 
Neurotoxin M,; NMR; Nuclear Overhauser effect; Protein 
conformation; (Burhur eupew) (Pashkov, V.S. (31) 121) 

-ndary- predlftioe 
Regulatory peptide; Receptor selection; Membrane interac- 
tion; Heterogeneous reaction (Sargent, D.F. (31) 183) 

Translational diffusion; Fluorescein isothiocyanate dextran; 
Partition coefficient; Size-exclusion chromatography (Poitevin, 
E. (31) 247) 

Sequence analysis 
Protein folding; Tertiary structure (Zieknkiewicz, P. (31) 139) 

&She& 
CD; n-Helix; @-Turn (Manning, MC. (31) 77) 

Signal tramduetion 
Conformational restriction; Cyclic opioid peptide analog; Re- 
ceptor-bound conformation; Receptor selectivity; Confonna- 
tional analysis (S&ilk, P.W. (31) 63) 

Size-exdusion chromatography 
Translational diffusion; Fluorescein isothiocyanate dextran; 
Sephadex gel; Partition coefficient (Poitevin, E. (31) 247) 

S&don conformation 
N-Acetylamino acid N’-methylamide; NMR (Siemion, LZ. 
(31) 71) 

Peptide conformation; Energy calculation; Spin-labeled 
angiotensin (Nikiforovich, G.V. (31) 101) 

Cyclic peptide; Energy calculation; Nuclear Overhauser effect 
(Shenderovich, M.D. (31) 163) 

spin-wed angiotensin 
Peptide conformation; Energy calculation; Solution conforma- 
tion (Nikiforovich, G.V. (31) 101) 

Sucrose a&vity coefficient 
Thermodynamic nonideality; Excluded volume; cu-Chymo- 
trypsin dimerization (Shearwin, K.E. (31) 287) 

Terthuyslrwture 
Protein folding; Sequence analysis (Zielenkiewic~ P. (31) 139) 

‘zhermodynamic nonideality 
Excluded volume; a-Chymotrypsin dimerization; Sucrose ac- 
tivity coefficient (Shearwin, K.E. (31) 287) 

Protein stability; Cold denaturation; Calorimetry; Denatura- 
tion (Franks, F. (31) 307) 

Thiol exebange 
Toxin; Disulfide bond; Refolding (Smith, D.C. (31) 21) 

Toxin 
Disulfide bond; Refolding; Thiol exchange (Smith, D.C. (31) 
21) 
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CD; Oxytocin; Vasopressin; Disulfide bond (Hider, R.C. (31) 
45) 

P401; Mast cell degramtlating protein; two-dimensional NMR 
(Irasant Kumar, N. (31) 113) 

Transient effect 
Lifetime decay; Fluorescence quenching; Frequency-domain 
fluorometry (Gryczynski, I. (31) 269) 

Translational diffusion 
Fluorescein isothiocyanate dextran; Sephadex gel; Partition 
coefficient; Sizbexclusion chromatography (Poitevin, E. (31) 
241) 

Trypain inbibitor 
Protein folding; Unfolded protein; Nonraudom conformation; 
Ribonuclease A, (Bovine pancreas) (Creighton. TX (31) 155) 

I-Hemolysin; Calmod&, Fhtoreacence intensity; Fluores- 
cence anisotropy (Garone, L. (31) 231) 

&TWO 
CD; a-Helix; B-Sheet (Manning, M.C. (31) 77) 1 

Fhorimetry; Fluorophore; Electronic absorption; Molecular 
dimensions (Jankowski, A. (31) 147) 

Unfolckd protein 
Protein folding; Nonrandom conformation; Trypsin inhibitor; 
Ribonuclease A; (Bovine pancreas) (Creighton, T.E. (31):155) 

VasOppssin 
CD; Toxin; Oxytocin; Disulfide bond (Hider, R.C. (31) 45) 

zn2+ 
Ca2+; He-park binding; Salt effect; Scatchard plot; Binding 
constant (Mat&i, J. (31) 295) 


