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Ada methyltransferase, of Escherichia coli, 91 (A)
Affinity, of SH2 domains, 99 (A)
Agonist, dimerization of antagonist to make, 125 (X)
Allostery, 125 (X), 131 (X)
Angiotensin 1l, model of receptor for, 211 (A)
Angiotensin Il receptor, 211 (A)
Antibiotics, calicheamicin, 57 (A)
Antisense
oligonucleotide—europium cleavage, 185 (A)
using methylated RNA, 39 (A)
Antithrombin I, 73 (X)
Apoptosis, 137 (M)
in response to calicheamicin, 57 (A)
zinc fluxes in, 153 (A)
Asymmetric epoxidation, 85 (R)
Aziridine, 231 (A)

Bcl-2, role in apoptosis, 137 (M)
bZIP proteins, 143 (A)

Cadmium, and Ada methyltransferase, 91 (A)
Calicheamicin, cleavage of DNA by, 57 (A)
Catalysis, comparison of different methods, 85 (R)
Catalytic antibodies, 85 (R)
Cell cycle

arrest by discodermolide enantiomers, 67 (A)

cyclin dependent kinases in, 191 (X)

and tumor suppressor genes, 7 (M)
Cell death, apoptotic, 137 (M)

zinc fluxes in, 153 {A)
Chemical protein synthesis, 201 (M)
Cholesterol, in membrane structure, 11 (R)
Cis-trans isomerization, of peptide bond, 231 (A)
c-Myc, role in apoptosis, 137 (M)
Combinatorial chemistry

of polyketides, 205 (A)

potential use in synthesis of glycosaminoglycan

mimics, 73 (X)

towards a pharmacological genetics, 3 (X)
CREB, DNA binding specificity of, 143 (A)
Cyclic peptide, 113 (A)
Cyclin, 191 (X)
Cyclin-dependent kinases, regulation of, 191 (X)

Depsipeptide ring, 113 (A)
Dimerization
by FK1012, 163 (A)
in signaling, 125 (X), 131 (X), 163 (A)
of receptors, 125 (X), 131 (X)
Discodermolide, properties of, 67 (A)

DNA
cleavage by calicheamicin, 57 (A)
DNA-RNA chimeras, 39 (A)
enzyme, RNA cleavage by, 223 (A)
methylation, 235 (A)
repair, 235 (A)
synthesis, 235 (A)
DNA-protein interaction
Ada methyltransferase, 91 (A)
half-site spacing, 143 (A)
leucine zipper-containing proteins, 143 (A)
mapping by crosslinking, 47 (A)
NF-kB p50, 47 (A)
p53, 79 (M)
sequence specificity, 143 (A)
Docking
of antagonist into model of angiotensin I
receptor, 211 (A)
of cysteine protease inhibitor, 31 (A)
Domain motion, in signal transduction, 211 (A)

Enantioselective, properties of discodermolide, 67 (A)
Enediyne antibiotics, cleavage of DNA by, 57 (A)
Enzymes, comparison with other catalysts, 85 (R)
Europium, RNA cleavage by, 185 (A)

Fibroblast growth factor, 73 (X)
FKBP12, 163 (A)

FK1012, 163 (A)

FK506, synthetic dimer of, 163 (A)
Fluorescent probe, for zinc, 153 (A)
Folding, of p53, 79 (M)

Fossil record, of terpenes, 11 (R)

GCN4, DNA binding specificity of, 143 (A)
Genetic engineering
of hydrogenobyrinic acid synthesis in vitro, 119 (A)
of interfacial zinc site in human growth hormone
and its receptor, 25 (A)
Glycosaminoglycans, binding sites on proteins, 73 (X)
G-protein coupled receptor, model of, 211 (A)
Growth hormone, binding to receptor,
25 (A), 125 (X), 131 (X)

Heparan sulfate, 73 (X)
Homology models
of cysteine protease from malaria parasite, 25 (A)
of G-protein coupled receptor, 211 (A)
Hydration, of nucleic acid structures, 39 (A)
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Hydrogenobyrinic acid, synthesis of, 119 (A)
Hypertension, 211 (A)

ICE protease, 137 (M)

Immunosuppression, and discodermolide, 67 (A)

In vitro selection, 223 (A)

Iron, coordination in phthalate dioxygenase, 173 (A)

Lactoferrin, 73 (X)

Lck tyrosine kinase, 99 (A)

Ligand binding, 131 (X)

Lipid chemistry, of terpenoids, 11 (R)
Lipoprotein lipase, 73 (X)

Magnetic circular dichroism, of phthalate dioxygenase,
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Malaria, inhibitor of trophozoite protease, 31 (A)
Membranes, evolution and structure of, 11 (R)
Metal
binding
to Ada protein, 91 (A)
to engineered human growth hormone, 25 (A)
top53, 79 M)
conjugation to oligonucleotide, 185 (A)
coordination, probed by MCD, 173 (A)
Metallopeptide, dimerizer of protein domains, 143 (A)
Methylation, and RNA stability, 39 (A)
Microchaete loktakensis, protease inhibitor from, 113 (A)
Minor groove, hydrophobic effect, 39 (A)
Molecular design, of taxol derivatives, 99 (A)
Multi-enzyme synthesis, 119 (A)
Mutational analysis, of p53, 79 (M)
Myc-Max family of oncogenes, 137 (M)

Natural products
calicheamicin, mimics of, 57 (A)
discodermolide, 67 (A)
serine protease inhibitor A90720A, 113 (A)
taxol, water-soluble derivative of, 107 (A)
NF-kB, DNA binding by, 47 (A)
Non-heme ferrous center, 173 (A)
N7-methylguanine, structure in DNA, 231 (A)
Nuclear magnetic resonance (NMR) spectroscopy
in solution, of taxol derivative, 107 (A)
of Ada methyltransferase, 91 (A)
of DNA, 235 (A)
of hydrogenobyrinic acid, 119 (A)

Oxygen, activation by phthalate dioxygenase, 173 (A)

Peptide fragments, methods for ligation, 201 (M)
p53

and antitumor agents, 7 (M)

mutants and structure of, 79 (M)

Pharmacology, expansion by combinatorial
chemistry, 3 (X)
Phosphopeptide, binding to SH2, 99 (A)
Photocrosslinking, by azide-containing DNA, 47 (A)
Phthalate dioxygenase, 173 (A)
Platelet factor four, 73 (X)
Polyketides
polyketide biosynthesis, 205 (A)
polyketide synthase (PKS), 205 (A)
Precorrin-6X, synthesis of, 119 (A)
Programmed cell death, 137 (M), 153 (A)
Prolactin receptor, growth hormone binding to, 25 (A)
Proteasome, 197 (M)
Proteinase inhibitor
of malarial cysteine protease, 31 (A)
trypsin inhibitor A90720A, structure of, 113 (A)
Protein engineering, of growth hormone receptor, 25 (A)
Protein synthesis, chemical methods for, 201 (M)
Proteolysis, 197 (M)
Proximity, in control of biological processes, 131 (X)

Rb, and antitumor agents, 7 (M)
Receptors
aggregation, 125 (X)
angiotensin Il, 211 (A)
dimerization, 125 (X), 131 (X)
growth hormone, 25 (A)
Rel transcription factors, DNA binding, 47 (A)
Ribonuclease, artificial, 185 (A)
Rieske site, of phthalate dioxygenase, 173 (A)
RNA
cleavage
by DNA enzyme, 223 (A)
by europium ions, 185 (A)
stability of 2’-OMe modified, 39 (A)
structural model of 2’-OMe modified, 39 (A)

Serine proteinase, inhibitor of, 113 (A)
SH2 domain, binding to phosphopeptides, 99 (A)
Signal transduction
dimerization in, 131 (X), 163 (A)
discodermolide in, 67 (A)
in T-cell receptor model, 163 (A)
SH2 domains, 99 (A)
Stereochemistry, of natural discodermolide, 67 (A)
Structure-based drug design, 31 (A)
Surface plasmon resonance, 99 (A)
Synthetic catalysts, 85 (R)

Taxol, solution structure of, 107 (A)
T-cell receptor signaling, 163 (A)
Terpenoids, and membrane evolution, 11 (R)
Tilted amide bond, 231 (A)
Total synthesis, of discodermolide, 67 (A)
Tumor suppressor genes, 7 (M), 79 (M)
Transcription

control of, 131 (X)
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Transition-state structure,in peptide bond isomerization,
231 (A

Twisted amide bond, 231 (A)

2’-O-methyl RNA, structure in duplex, 39 (A)

Ubiquitin, 197 (M)
Unnatural amino acids, in synthetic protein synthesis,
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Vitamin B,,, synthesis of precursor, 119 (A)
X-ray crystal structure
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of trypsin—A90720A complex, 113 (A)
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in Ada methyltransferase, 91 (A)
engineered site in growth hormone-receptor
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fluxes in apoptosis 153 (A)
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Actin, effect of (-) depudecin on, 517 (A)
Activation cascade, of mitomycin C, 575 (M)
Activation domain, of transcription factor, 187 (X)
Acute respiratory disease syndrome (ARDS), 741 (A)
ADEPT, 223 (A)
Adipogenesis, transcriptional control of, 261 (M)
Aequorea victoria, production of GFP, 119 (X)
Affinity, relationship to specificity, 633 (X)
Affinity fingerprinting, 107 (A)
Aggregates, of prion protein in scrapie infection,

807 (A)
Ah receptor, 841 (A)
Alkaline transition, of cytochrome ¢, 377 (A)
Alzheimer’s disease, 1 (X), 163 (A), 305 (A)
Amino-glycosylic bond cleavage, 351 (M)
Aminoacyl-tRNA synthetase, 661 (A)
B-Amyloid, seeding of fibrils by NAC, 163 (A)
Analogs

of balanol, 601 (A)

of rapamycin, 471 (A)
Angiogenesis, and inhibition of VPF/VEGF, 683 (A)
Antibiotics

aminoglycosides, 281 (A), 291 (A)

erythromycin, synthesis of, 583 (A)

mitomycin C, 575 (M)

neomycin, 543 (A)
Antibody, catalytic, 195 (R)
Antigen presentation

role of the proteasome, 503 (M)
Antitumor agents

calicheamicin, 7 (M)

colchicine, 569 (X)

(-)-depudecin, 517 (A)

(+)-dynemicin A, 33 (A)

enediynes, 451 (A)

hedamycin, 229 (A)

kedarcidin, 451 (A)
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mitomycin C, 575 (M)
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pluramycins, 229 (A), 457 (A)

quinocarcin, 147, (A)

taxol, 223 (A), 569 (X), 721 (A)

vinblastine, 569 (X)
Apoptosis

role of reactive oxygen species, 437 (R)
Archeabacteria, proteasome structure, 503 (M)
Assembly, of subunits, 99 (A), 391 (A), 751 (A)
ATP, mechanism of hydrolysis, 729 (A)
Auto-redox disproportionation, in DNA cleavage by

quinocarcin, 147 (A)
Azurin, electron flow in, 489 (A)

Balanol, SAR studies of, 601 (A)

Bioorganic chemistry, Gordon research conference,
501 (X)

Bioremediation, 775 (X)

Bovine immunodeficiency virus, Tat protein, complex
with TAR RNA, 827 (A)

Brevetoxin, SAR studies, 533 (A)

C-type lectin
in NK cell receptors, 429 (R)
selectin domain, 703 (X)
Caged proteins, 391 (A)
Calcium, binding by fibrillin domain, 91 (A)
Calicheamicin, 7 (M)
Carbohydrate
binding, by FGFs and their receptors, 645 (M)
effect on folding, 751 (A)
recognition
by selectins, 703 (X)
of DNA minor groove, 7 (M)
in NK cell activation, 429 (R)
Carboxylate shift, in methane monooxygenase,
409 (A); reprinted in issue 2.9
Catalase
overexpression of, and inhibition of NF-kB
activation, 13 (A)
removal of reactive oxygen species, 437 (R)
Catalytic mechanism
amide bond cleavage by ribozyme, 67 (M)
ATP hydrolysis, 729 (A)
chorismate mutase, 195 (R)
group Il intron ribozyme, 761 (A)
phosphoprotein phosphatases, 713 (M)
ribonucleotide reductase, 793 (R)
uracil-DNA glycosylase, 351 (M)
Cell cycle, role of the proteasome in regulation of,
503 (M)
Cell division
inhibition by blocking microtubule dynamics,
569 (X)
Cephalosporin, taxol prodrug complex, 223 (A)
Chaperones, in protein folding, 255 (R)
Cholesterol, synthetic receptor binding, 139 (A)
Chorismate mutase, catalytic mechanism, 195 (R)
Chromatin, DNA structure in, 127 (R)
Chromoproteins, 451 (A)
Cis-trans isomerization, of peptide bond
effect of glycosylation, 751 (A)
Class | MHC
recognition by NK cells, 429, (R)
Cobyrinic acid, in biosynthesis of coenzyme B,,,
527 (A)
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Colchicine, anti-mitotic agent, 569 (X)
Combinatorial chemistry
high affinity/high specificity ligands, 633 (X)
selection procedure from library, 171 (A)
used to synthesize
acetylcholinesterase inhibitor, 621 (A)
C; symmetric receptor peptide ligands, 205 (A)
estrogen agonists, 45 (A)
human neutrophil elastase inhibitors, 741 (A)
polyketides, 355 (R)
serotonin reuptake inhibitors, 483, (A)
trypsin inhibitors, 17 (A)
Compartmentalization, of biochemical reactions,
677 (A)
Computational surrogate, 107 (A)
CREB, recognition of HTLV-1 TRE, 819 (A)
Cyclase, 583 (A)
Cyclooxygenase activity, of prostaglandin H, synthase
(PGHS), 343, (X)
Cyclophanes, macrotricyclic, as synthetic steroid
receptors, 139 (A)
Cytochrome ¢, pH dependent equilibria, 377 (A)
Cytochrome c oxidase, 781 (M)
Cytoskeleton, regulation by phosphatidyinositol lipids,
61 (X)

(-)-Depudecin, synthesis of, 517 (A)
Detransformation, by (-)-depudecin, 517 (A)
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as a strategy for increasing specificity of binding,
267 (R)
Dinuclear center
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in methane monooxygenase, 409 (A); reprinted
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Dioxin, binding to Ah receptor, 841 (A)
Disulfide crosslinking
of DNA, 213 (A)
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of RNA, 667 (A)
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alkylation, 229 (A), 457 (A)
bending, 213 (A), 819 (A)
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by quinocarcin, 147 (A)
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crosslinking
by intercalators, 127 (R)
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hydroperoxides, 367 (A)
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