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ab initio molecular orbital calculation, acyl
phosphate bond, hydroxylamine, (Na+,K+)-
ATPase, nucleophilic substitution, Ushi-
maru, Shinohara, Fukushima, 666

acetoacetyl-CoAthiolase, Candida tropicaiis,
cytosol, isozyme, peroxisome, Kanayama,
Himeda, Atomi, Ueda, Tanaka, 616

^-A^-acetylgalactosamine, bovine mammary
gland, functional differentiation, N-linked
sugar chains, Sato, Taka, Aoki, Matsuda,
Furukawa, 1068

/9-iV-acetylgalactosaminidase, y9-iV-acetyl-
glucosaminidase, /S-iV-acetylhexosamin-
idase, Bacillus sp. AT173-1, Tanaka,
Ozaki, 330

/^iV-acetylglucosaminidase, /J-iV-acetylga-
lactosaminidase, yS-JV-acetylhexosamin-
idase, Bacillus sp. AT173-1, Tanaka,
Ozaki, 330

yJ-A^acetylhexosaminidase, /9-iV-acetylga-
lactosaminidase, /?-iV-acetylglucosamin-
idase, Bacillus sp. AT173-1, Tanaka,
Ozaki, 330

JV-acetylmuramoyl-L-alanine amidase, Achro-
mobacter lyticus, Achromopeptidase, a-
lytic protease, Staphylococcus aureus, Li,
Norioka, Sakiyama, 772

Achromobacter lyticus, N-acetylmuramoyl-
L-alanine amidase, Achromopeptidase, a-
lytic protease, Staphylococcus aureus, Li,
Norioka, Sakiyama, 772

Achromopeptidase, iV-acetylmuramoyl-L-
alanine amidase, Achromobacter lyticus, a-
lytic protease, Staphylococcus aureus, Li,
Norioka, Sakiyama, 772

acousto-optic tunable filter, macrophage,
microspectrophotometry, nitric oxide, red
blood cells, Tsujita, Shiraishi, Kakinuma,
264

acrolein, 1,3-diaminopropane, elimination
and addition, norspermidine, polyamine
aminotransferase, Yorifuji, Kondo, Naka,
Ishihara, Shimizu, 544

actin filament, cleavage furrow, contractile
ring, cytokinesis, mitotic apparatus, Fuji-
moto, Mabuchi, 518

a -actin, calponin, CArG box, CpG, differ-
entiation, DNA methylation, smooth mus-
cle, SM22«r gene, Yamamura, Masuda,
Ikeda, Tokuyama, Takagi, Shibata, Tatsu-
ta, Takahashi, 157

actin-related proteins, coronin, F-actin
affinity chromatography, myosin VI, sea
urchin egg, Terasaki, Ohnuma, Mabuchi,
226

active center, D-lactate dehydrogenase,
Laciobacillus, stereospecificity, Taguchi,
Ohio, Matsuzawa, 802

active site, cysteine protease, endoplasmic
reticulum, retention signal, site-directed
mutagenesis, Urade, Oda, Ito, Moriyama,
Utsumi, Kito, 834

acyl-CoA, acyltransferase, arachidonic acid,

fatty acid remodeling, lysophospholipid,
Yamashita, Sugiura, Waku, 1

acyl-CoA synthetase, alternative translation
initiation, brain, fatty acid, subcellular
localization, Fujino, Kong, Minekura,
Suzuki, Yamamoto, 212

2-acyl LPC, bonito muscle, fatty acid remod-
eling, phospholipase A,, transacylase,
Hirano, Tanaka, Yoshizumi, Tanaka,
Satouchi, 1160

acyl phosphate bond, ab initio molecular
orbital calculation, hydroxylamine,
(Na+,K+)-ATPase, nucleophilic substitu-
tion, Ushimaru, Shinohara, Fukushima,
666

acyltransferase, acyl-CoA, arachidonic acid,
fatty acid remodeling, lysophospholipid,
Yamashita, Sugiura, Waku, 1

ADP-ribosylation, bacterial toxins, small
subunit, soluble guanylate cyclase, Tomita,
Tsuyama, Imai, Kitagawa, 531

ySi-adrenoceptor, A-agonist, glucose trans-
port, insulin, skeletal muscle, Tanishita,
Shimizu, Minokoshi, Shimazu, 90

aggregation, B cell, morphology, PP1, protein
phosphatase, Takizawa, Komatsu, Mizuno,
Kawamura, Ito, Nakano, Kikuchi, 723

/Ss-agonist, yS,-adrenoceptor, glucose trans-
port, insulin, skeletal muscle, Tanishita,
Shimizu, Minokoshi, Shimazu, 90

alanyl aminopeptidase, characterization, im-
munohistochemistry, purification, seminal
plasma, Huang, Takahara, Kinouchi,
Takeyama, Ishida, Ueyama, Nishi, Oh-
kubo, 779

aldolase C, central nervous system, chro-
matin structure, copy number-dependent
expression, transgenic mice, Arai, Suga-
ma, Hashido, Ohishi, Mukai, 927

alkaline cellulase, crystallization, detergent
enzyme, endo-l,4-/?-glucanase, X-ray cry-
stallography, Shirai, Yamane, Hidaka,
Kuyama, Suzuki, Ashida, Ozaki, Ito, 683

alkaline phosphatase, antibody engineering,
fusion protein, NP, single-chain Fv, Suzu-
ki, Ueda, Suzuki, Nagamune, 322

alternative splicing, isoform, kexin, PACE4,
SPC4, Tsuji, Hine, Tamai, Yonemoto,
Mori, Yoshida, Bando, Sakai, Mori, Aka-
matsu, Matsuda, 438

—, circular dichroism, c-Myc, protein struc-
ture, sedimentation equilibrium, Horiuchi,
Kurihara, Katahira, Maeda, Saito,
Uesugi, 711

alternative translation initiation, acyl-CoA
synthetase, brain, fatty acid, subcellular
localization, Fujino, Kong, Minekura,
Suzuki, Yamamoto, 212

D-amino acid aminotransf erase, carboxyl-
binding site for substrates, site-directed
mutagenesis, inhibition by <r-ketogluta-
rate, Kishimoto, Yoshimura, Soda, Esaki,
1182

D-amino acid oxidase, enzyme-substrate com-
plex, flavoenzyme, molecular mechanics,

tertiary structure, Miura, Setoyama,
Nishina, Shiga, Mizutani, Miyahara,
Hirotsu, 825

amino acid sequence, hyperthermostable
enzyme, ionspray mass spectrometry,
methionine aminopeptidase, Pyrococcus
furiosus, Tsunasawa, Izu, Miyagi, Koto,
843

—, evolutionary divergence, genomic struc-
ture, snoRNA gene, Taiwan cobra neu-
rotoxin, Chang, Chou, Lin, Wu, Lin, Hong,
Sun, Hsiao, 1252

y-aminobutyric acid, L-omithine decarbox-
ylase, L-ornithine oxidation, pyridoxal 5'-
phosphate, side reaction, Sakai, Miyasako,
Nagatomo, Watanabe, Wakayama, Mori-
guchi, 961

5-aminoimidazole-4-carboxamide ribonu-
cleotide transformylase, cDNA cloning,
protein sequencing, purine biosynthetic
enzyme, site-directed mutagenesis, Sugita,
Aya, Ueno, Ishizuka, Kawashima, 309

amphipathic <r-helix, oleosin isoform, seed oil
body, sesame, Chen, Lin, Huang, Tzen, 819

a-amylase inhibitor, hairpin structure, re-
combinant, synthetic gene, wheat kernel,
Okuda, Satoh, Sakurai, Shibuya, Kaji,
Samejima, 918

anandamide, 2-arachidonoylglycerol, Ca2+

transient, cannabinoids, ^-tetrahydrocan-
nabinol, Sugiura, Kodaka, Kondo, Nakane,
Kondo, Waku, Ishima, Watanabe, Yama-
moto, 890

8-anilinonaphthalene-l-Bulfonic acid,
ATPase, hydrogen exchange, protein-lipid
interaction, SecA, Song, Kim, 1010

ankyrin isoform, calpain, ischemia-reper-
fusion, membrane-skeleton, Yoshida,
Harada, 279

antibody-antigen interactions, murine anti-
body, nuclear magnetic resonance, para-
quat (l,l'-dimethyl-4,4'-bipyridinium di-
chloride), pH dependence, single chain
antibody, site-directed mutagenesis,
Bowles, Mulhern, Gordon, Inglis, Sharpe,
Cogill, Pond, 101

antibody engineering, alkaline phosphatase,
fusion protein, NP, single-chain Fv, Suzu-
ki, Ueda, Suzuki, Nagamune, 322

antisense oligonucleotide, growth inhibition,
human hepatoma cell lines, IGF-II, Lin,
Hsieh, Hsu, Lai, Kan, Au, 111

2APB, calcium release, cytosolic calcium
concentration, inositol 1,4,5-trisphosphate,
membrane-penetrable modulator, Maru-
yama, Kanaji, Nakade, Kanno, Mikoshiba,
498

aphid, Buchnera, DnaJ, DnaK, symbiosis,
Sato, Ishikawa, 41

apoptosis, cellular proliferation, CLL-I,
galectins, immunomodulators, Rabinovich,
Modesti, Castagna, Landa, Riera, Soto-
mayor, 365

—, ceramide, inflammation, methylsphin-
gosines sphingolipid signaling pathway,
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sphingosine, sphingosine 1-phosphate, Iga-
rashi, 1080

arabis mosaic virus, hairpin ribozyme, rib-
ozyme, RNA enzyme, satellite RNA, Hisa-
matsu, Morikawa, Tomita, Tanaka, Sono-
ki, KUtuchi, 352

arachidonic arid, acyl-CoA, acyltransferase,
fatty arid remodeling, lysophospholipid,
Yamashita, Sugiura, Waku, 1

—, lipid peroxidation, platelet, secretory
phospholipase A,, Akiba, Nagatomo, Haya-
ma, Sato, 859

—, mitogen-activated protein kinase, phos-
pholipase Aj, platelet, sphingosine, Hashi-
zume, Nakao, Kageura, Sato, 1034

2-arachidonoylglycerol, anandamide, Ca*+

transient, cannabinoids, ^*-tetrahydrocan-
nabinol, Sugiura, Kodaka, Kondo, Nakane,
Kondo, Waku, Ishima, Watanabe, Yama-
moto, 890

arachidonoyl phosphatidylcholine, phospho-
lipase A,, site-directed mutagenesis, snake
venom, Ogawa, Shimohigashi, Ohno, 955

archaea, ether lipid, glycerophosphate dehy-
drogenase, Methanobacterium thermoauto-
trophicum, lipid biosynthesis, Nishihara,
Koga, 572

A-rich bulge, in vivo selection, P5abc, ribo-
zyme, Tetrahymena, Ikawa, Okada, Ima-
hori, Shiraishi, Inoue, 878

aromatic amino arid aminotransferase, aspar-
tate aminotransferase, hydrophobic inter-
action, protein dynamics, substrate speci-
ficity, Kawaguchi, Nobe, Yasuoka, Waka-
miya, Kusumoto, Kuramitsu, 55

Arthrobacter, 1,3-diaminopropane, poly-
amine aminotransferase, pyruvate, sper-
midine, Yorifuji, Iahihara, Naka, Kondo,
Shimizu, 537

artificial proteins, biomaterials, crystalliza-
tion, fibrous proteins, X-ray diffraction,
Cantor, Atkins, Cooper, Fournier, Mason,
TirreU, 217

aryl sulfotransferase, molecular cloning, new
gene subfamily, recombinant form, thyroid
hormone, Fujita, Nagata, Ozawa, Sasano,
Yamazoe, 1052

ascorbic arid, cysteine, glutathione, nitric
oxide, S-nitrosothiol, Kashiba-Iwatsuki,
Kitoh, Kasahara, Yu, Nisikawa, Matsuo,
Inoue, 1208

aspartate aminotransferase, aromatic amino
arid aminotransferase, hydrophobic inter-
action, protein dynamics, substrate speci-
ficity, Kawaguchi, Nobe, Yasuoka, Waka-
'miya, Kusumoto, Kuramitsu, 55

A-stretch site, cis-elementa, GC-rich site,
glyceraldehyde 3-phosphate dehydrogen'
ase, trans-acting factors, Aki, Yanagisawa,
Akanuma, 271

astrocyte, cerebral cortex, extracellular
matrix, neurite outgrowth, tenascin-C,
Wakatsuki, Ho, Arioka, Yamasaki, Kita-
moto, 1146

ATPaae, 8-anilinonaphthalene-l-sulfonic
arid, hydrogen exchange, protein-lipid
interaction, SecA, Song, Kim, 1010

H+,K+-ATPase, conformation change, fluo-
rescence change, rapid quenching, stopped
flow, Eguchi, Kayo, Shimada, Ootomo,

Nomoto, Kikuchi, Usida, Taniguchi, 659
(Na+,K+)-ATPase, ab initio molecular orbital

calculation, acyl phosphate bond, hydrox-
ylamine, nucleophilic substitution, Ushi-
maru, Shinohara, Fukushima, 666

ATP-binding domain, ATP replaceability,
ATP-requiring enzyme, ligase, stringency
as to ATP-requirement, Kinoshita, Nishi-
gaki, 205

ATP replaceability, ATP-binding domain,
ATP-requiring enzyme, ligase, stringency
as to ATP-requirement, Kinoshita, Nishi-
gaki, 205

ATP-requiring enzyme, ATP-binding do-
main, ATP replaceability, ligase, string-
ency BB to ATP-requirement, Kinoshita,
Nishigaki, 205

B

6a,-type cytochrome c oxidase, Bacillus
stearothermophilus, 60,-type oxidase, cyto-
chrome c-551, thermophilic bacteria,
Sakamoto, Honda, Sone, 764

Bacillus brevis, gramicidin S, gramicidin S
synthetase, peptide antibiotic, peptide
synthetase, Hori, Kurotsu, 606

—, cytochrome c oxidase, electron transfer
chain, proton translocation, quinol oxidase,
Yaginuma, Tsukita, Sakamoto, Sone, 969

Bacillus sp. AT173-1, yJ-JV-acetylgalactos-
aminidase, /9-iV-acetylglucosaminidase, /?-
TV-acetylhexosaminidase, Tanaka, Ozaki,
330

Bacillus stearothermophilus, 6a,-type cyto-
chrome c oxidase, 60,-type oxidase, cyto-
chrome c-551, thermophilic bacteria,
Sakamoto, Honda, Sone, 764

bacterial-expression, calpain, Drosophila,
EF-lff, limited-proteolysis, Amano,
Kawasaki, Ishiura, Kawashima, Suzuki,
Emori, 865

bacterial toxins, ADP-ribosylation, small
subunit, soluble guanylate cyclase, Tomita,
Tsuyama, Imai, Kitagawa, 531

band 3 protein, category for transmembrane
segments, classification of transmembrane
peptide portions, fidelity of hydropathy
prediction, proteolytic cleavage sites,
Hamasaki, Okubo, Kuma, Kong, Yae, 577

basidiomycete, binding-site selection, DNase
I footprinting, gel mobility-shift, zinc-
cluster, Miyazaki, Tsunoka, Shishido, 1088

basolateral membrane, bovine kidney cortex,
brush-border membrane, ethylisopropyl-
amiloride, Na+/H+-exchanger, Yoshioka,
Suzuki, Kawakita, 641

B cell, aggregation, morphology, PP1, protein
phosphatase, Takizawa, Komatsu, Mizuno,
Kawamura, Ito, Nakano, Kikuchi, 723

—, B-cell receptor, PKC, PP1, protein phos-
phatase, Takizawa, Mizuno, Komatsu,
Matsuzawa, Kawamura, Inagaki, Inagaki,
Kikuchi, 730

B-cell receptor, B-cell, PKC, PP1, protein
phosphatase, Takizawa, Mizuno, Komatsu,
Matsuzawa, Kawamura, Inagaki, Inagaki,
Kikuchi, 730

bHLH domain, carrinogenesis, PAS domain,
transcription factor, xenobiotics, Sogawa,
Fujii-Kuriyama, 1075

bifunctional enzyme, fructose-6-phosphate,
2-kinase/fructose-2,6-bisphosphatase, hu-

man placenta, isozyme, phosphorylation,
Sakakibara, Koto, Okamura, Nakagawa,
Komada, Tominaga, Shimojo, Fukasawa,
122

D-bifunctional protein, bile arid, bile arid
intermediates, peroxisomal disorder, p -ox-
idation, Une, Konishi, Suzuki, Akaboshi,
Yoshii, Kuramoto, Fujimura, 655

bile arid, bile arid intermediates, D-bifunc-
tional protein, peroxisomal disorder, /J-ox-
idation, Une, Konishi, Suzuki, Akaboshi,
Yoshii, Kuramoto, Fujimura, 655

bile arid intermediates, bile arid, D-bifunc-
tional protein, peroxisomal disorder, /?-ox-
idation, Une, Konishi, Suzuki, Akaboshi,
Yoshii, Kuramoto, Fujimura, 655

binding-site selection, basidiomycete, DNase
I footprinting, gel mobility-shift, zinc-
cluster, Miyazaki, Tsunoka, Shishido, 1088

binding system, catechol 2,3-dioxygenase,
frontal gel chromatography, ligand, serum
albumin, Honjo, hhida, Horiike, 258

biomaterials, artificial proteins, crystalliza-
tion, fibrous proteins, X-ray diffraction,
Cantor, Atkins, Cooper, Fournier, Mason,
TirreU, 217

biosynthesis, endoplasmic reticulum, GPI
anchor, paroxysmal nocturnal hemoglobin-
uria, posttranslational modification, Kino-
shita, Ohishi, Takeda, 251

boj-type oxidase, Bacillus stearothermo-
philus, ixij-type cytochrome c oxidase,
cytochrome c-551, thermophilic bacteria,
Sakamoto, Honda, Sone, 764

Bombyx, DNA replication, PCNA, promoter
region, transcriptional regulation, Taka-
hashi, Yamaguchi, Hirose, Kobayashi,
Miyajima, Matsukage, 1215

bone, collagen, modification, osteopenia,
BOige, Winter, Notbohm, Adi, Brinck-
mann, MUller, 109

bonito muscle, 2-acyl LPC, fatty acid remod-
eling, phospholipase A^ transacylase,
Hirano, Tanaka, Yoshizumi, Tanaka,
Satouchi, 1160

bovine kidney cortex, basolateral membrane,
brush-border membrane, ethylisopropyl-
amiloride, Na+/H+-exchanger, Yoshioka,
Suzuki, Kawakita, 641

bovine mammary gland, functional differ-
entiation, ^-linked sugar chains, fi-N-ace-
tylgalactosamine, Sato, Taka, Aoki,
Matsuda, Furukawa, 1068

brain, acyl-CoA synthetase, alternative
translation initiation, fatty arid, subcel-
lular localization, Fujino, Kong, Minekura,
Suzuki, Yamamoto, 212

—, CaJ+/calmodulin, CaM-kinase kinase,
cDNA, isoform, Kitani, Okuno, Fujisawa,
243

brush-border membrane, basolateral mem-
brane, bovine kidney cortex, ethylisopro-
pylamiloride, Na+/H+-exchanger, Yoshi-
oka, Suzuki, Kawakita, 641

Buchnera, aphid, DnaJ, DnaK, symbiosis,
Sato, Ishikawa, 41

CaI+/calmodulin, brain, CaM-kinase kinase,
cDNA, isoform, Kitani, Okuno, Fujisawa,
243

—, CaM-kinase I, CaM-kinaae IV, CaM-ki-
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nase kinase, substrate specificity, Okuno,
Kitani, Fujisawa, 337

Ca'Vcalmodulin-dependent protein kinase,
CaM-kinase IV, CaM-kinase kinase, pro-
tein phosphorylation, regulation of enzyme
activity, Okuno, Kitani, Fujisawa, 897

Ca'+ release, sarcoplasmic reticulum, skeletal
muscle, triphenyltin, Kong, Chen, Cheng,
173

Ca*+ transient, anandamide, 2-arachidonoyl-
glycerol, cannabinoids, <4*-tetrahydrocan-
nabinol, Sugiura, Kodaka, Kondo, Nakane,
Kondo, Waku, Ishima, Watanabe, Yama-
moto, 890

CAAX-motif-specific protease, endoprotease,
isoprenylated protein, novel fluorometric
assay, Ras, Nishii, Muramatsu, Kuchino,
Yokoyama, Takahashi, 402

calcium, prothrombin time, prothrombin
activator, venom metalloprotease, warfa-
rin, Yamada, Morita, 991

—, phosphorylation, photoreceptor, rhodop-
sin kinase, S-modulin (recoverin), Sato,
Kawamura, 1139

calcium-binding protein, calponin, calponin-
binding protein, interaction, microtubule,
Fujii, Hiromori, Hamamoto, Suzuki, 344

calcium release, 2APB, cytosolic calcium
concentration, inositol 1,4,5-trisphosphate,
membrane-penetrable modulator, Maru-
yama, Kanaji, Nakade, Kanno, Mikoshiba,
498

calpain, ankyrin isoform, ischemia-reper-
fusion, membrane-skeleton, Yoshida,
Harada, 279

—, calpastatin, ischemia, myocardium, re-
perfusion, Sorimachi, Harada, Saido, Ono,
Kawashima, Yoshida, 743

—, bacterial-expression, Drosophila, EF-la,
limited-proteolysis, Amano, Kawasaki,
Ishiura, Kawashima, Suzuki, Emori, 865

calpastatin, calpain, ischemia, myocardium,
reperfusion, Sorimachi, Harada, Saido,
Ono, Kawashima, Yoshida, 743

calponin, a-actin, CArG box, CpG, differ-
entiation, DNA methylation, smooth mus-
cle, SM22ar gene, Yamamura, Masuda,
Ikeda, Tokuyama, Takagi, Shibata, Tatsu-
ta, Takahashi, 157

—, calcium-binding protein, calponin-binding
protein, interaction, microtubule, Fujii,
Hiromori, Hamamoto, Suzuki, 344

calponin-binding protein, calcium-binding
protein, calponin, interaction, microtubule,
Fujii, Hiromori, Hamamoto, Suzuki, 344

CaM-kinase I, Ca'Vcalmodulin, CaM-kinase
IV, CaM-kinase kinase, substrate speci-
ficity, Okuno, Kitani, Fujisawa, 337

CaM-kinase II, <*KAP, nuclear membrane,
signal sequence, skeletal muscle, Takeuchi,
Fujisawa, 494

CaM-kinase IV, Ca'Vcalmodulin, CaM-ki-
nase I, CaM-kinase kinase, substrate speci-
ficity, Okuno, Kitani, Fujisawa, 337

—, Ca'Vcalmodulin-dependent protein ki-
nase, CaM-kinase kinase, protein phos-
phorylation, regulation of enzyme activity,
Okuno, Kitani, Fujisawa, 897

CaM-kinase kinase, brain, Ca'Vcalmodulin,
cDNA, isoform, Kitani, Okuno, Fujisawa,

243
—, Ca'Vcalmodulin, CaM-kinase I, CaM-

kinase IV, substrate specificity, Okuno,
Kitani, Fujisawa, 337

—, Ca'Vcalmodulin-dependent protein
kinase, CaM-kinase IV, protein phosphor-
ylation, regulation of eniyme activity,
Okuno, Kitani, Fujisawa, 897

Candida tropicalis, acetoacetyl-CoA thiolase,
cytosol, isotyme, peroxisome, Kanayama,
Himeda, Atomi, Ueda, Tanaka, 616

cannabinoids, anandamide, 2-arachidonoyl-
glycerol, Ca'+ transient, zf-tetrahydrocan-
nabinol, Sugiura, Kodaka, Kondo, Nakane,
Kondo, Waku, Ishima, Watanabe, Yama-
moto, 890

capsid protein, cleavage site mapping, Leish-
mania RNA virus, site-specific RNA en-
donuclease activity, substrate specificity,
MacBeth, Ro, Gehrke, Patterson, 193

carbonic anhydrase, erythrocyte, 4-hydroxy-
2-nonenal, protein sulfhydryl group, Uchi-
da, Hasui, Osawa, 1246 -

carboxyl-binding site for substrates, D-amino
acid aminotransferase, site-directed muta-
genesis, inhibition by a--ketoglutarate,
Kishimoto, Yoshimura, Soda, Esaki, 1182

carcinogenesis, bHLH domain, PAS domain,
transcription factor, xenobiotics, Sogawa,
Fujii-Kuriyama, 1075

CArG box, u-actin, calponin, CpG, differ-
entiation, DNA methylation, smooth mus-
cle, SM22<r gene, Yamamura, Masuda,
Ikeda, Tokuyama, Takagi, Shibata, Tatsu-
to, Takahashi, 157

carp, cDNA cloning, JNK, MAP kinase super-
family, stress-activated protein kinase,
Hashimoto, Matsuo, Yokoyama, Toyohara,
Sakaguchi, 381

cartilage, collagen, interleukin-l#, matrix
metalloproteinase, plasminogen, Saito,
Katoh, Masumoto, Matsumoto, Masuho, 49

catalytic domain, H+-pyrophosphatase, pep-
tide antibody, proton pump, vacuole,
Takasu, Nakanishi, Yamauchi, Maeshima,
883

catechol 2,3-dioxygenase, crystallization,
metapyrocatechase, non-heme iron dioxy-
genase, X-ray crystallography, Kita, Kita,
Inaka, Ishida, Horiike, Nozaki, Miki, 201

—, binding system, frontal gel chromatogra-
phy, ligand, serum albumin, Honjo, Ishida,
Horiike, 258

category for transmembrane segments, band
3 protein, classification of transmembrane
peptide portions, fidelity of hydropathy
prediction, proteolytic cleavage sites,
Hamasaki, Okubo, Kuma, Kong, Yae, 577

cathepsin, degenerative myopathy, inter-
leukin-6, interleukin-6 receptor antibody,
turpentine oil, Tsujinaka, Kishibuchi,
Yano, Morimoto, Ebisui, Fujita, Ogawa,
Shwzaki, Kominami, Monden, 595

cathepsin D, chymosin, dansyl-pepstatin,
determination of carboxyl proteases, pep-
sin, Yonezawa, Uchikoba, Kaneda, 294

CD, lead ribozyme, metal binding, RNA,
RNA cleavage, Kim, Katahira, Sugiyama,
Uesugi, 1062

CD9 antigen, Chinese hamster ovary cells,
heparan-sulfate proteoglycan, heparin-
binding EGF-like growth factor (HB-EGF),

surface plasmon resonance, Sakuma, Higa-
shiyama, Hosoe, Hayashi, Taniguchi, 474

cdc2 kinase, cdk 5, molecular dynamics and
molecular mechanics simulations, peptide
synthesis, phosphorylation, Ando, Iku-
hara, Kamata, Sasaki, Hisanaga, Kishi-
moto, Ito, Inagaki, 409

cdk 5, cdc2 kinase, molecular dynamics and
molecular mechanics simulations, peptide
synthesis, phosphorylation, Ando, Iku-
hara, Kamata, Sasaki, Hisanaga, Kishi-
moto, Ito, Inagaki, 409

cDNA, gene organization, heparan gulfate
proteoglycan, promoter function, ryudo-
can, Tsuzuki, Kojima, Katsumi, Yamazaki,
Sugiura, Saito, 17

—, inter-ff-trypsin inhibitor heavy chains,
inter-ir-trypsin inhibitor family, molecular
evolution, Syrian hamster, Nakatani,
Suzuki, Yamamoto, Sinohara, 71

—, brain, Ca'Vcalmodulin, CaM-kinase ki-
nase, isoform, Kitani, Okuno, Fujisawa,
243

—, Halocynthia roretzi, isoforms, troponin I,
Yuasa, Sato, Yamamoto, Takagi, 374

cDNA cloning, 5-aminoimidazole-4-car-
boxamide ribonucleotide transformylase,
protein sequencing, purine biosynthetic
enzyme, site-directed mutagenesis, Sugita,
Aya, Ueno, Ishizuka, Kawashima, 309

—, carp, JNK, MAP kinase superfamily,
stress-activated protein kinase, Hashi-
moto, Matsuo, Yokoyama, Toyohara, Saka-
guchi, 381

—, secretory protein, TGF-/? superfamily,
Yokoyama-Kobayashi, Saeki, Sekine,
Koto, 622

—, glycoprotein, lysosome, membrane,
mouse liver, Tabuchi, Akasaki, Sasaki,
Kanda, Tsuji, 756

—, chromosome 21, computer-aided exon
prediction, Down syndrome, Nakamura,
Hattori, Sakaki, 872

—, insulin receptor, SH2 domain association,
splice variants, yeast two-hybrid system,
Riedel, Wang, Hansen, Yousaf, 1105

cell-adhesion, electroporation, fibronectin,
gene transfer, mammalian cell, Hashino,
Matsushita, Koto, 490

cell growth, inhibitor, receptor, second mes-
senger, synthetic peptide, Homma, Yama-
saki, Ohmi, Homma, 738

cellular proliferation, apoptosis, CLL-I,
galectins, immunomodulators, Rabinovich,
Modesti, Castagna, Landa, Riera, Soto-
mayor, 365

cell volume, hypertonic stress, intracellular
pH, osmotic response, proton secretion,
Oyama, Kubota, 64

central nervous system, aldolase C, chro-
matin structure, copy number-dependent
expression, transgenic mice, Arai, Suga-
ma, Hashido, Ohishi, Mukai, 927

ceramide, apoptosis, inflammation, methyl-
sphingosines sphingolipid signaling path-
way, sphingosine, sphingosine 1-phos-
phate, Igarashi, 1080

cerebral cortex, astrocyte, extracellular
matrix, neurite outgrowth, tenascin-C,
Wakatsuki, Ho, Arioka, Yamasaki, Kita-
moto, 1146

characterization, decarboxylase, mevalonate
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pyrophosphate, pravastatin, purification,
Michihara, Sawamura, Nara, Ikeda, Ya-
mori, 647

—, alanyl aminopeptidase, immunohisto-
chemistry, purification, seminal plasma,
Huang, Takahara, Kinouchi, Takeyama,
Ishida, Ueyama, Nishi, Ohkubo, 779

chemical modification, depression of deami-
dation, isotope labeling, lysozyme, NMR,
Abe, Ueda, Imoto, 1153

chemical probing, MCS4 RNA, Mycoplasma
capricolum, RNA secondary structure,
small stable RNA, Ushida, Sasamura,
Muto, 1202

chemotaxis, inflammation, midkine, neutro-
phil, synovitis, Takada, Toriyama, Mura-
matsu, Song, Torii, Muramatsu, 453

chimera enzyme, CuA center, cytochrome c
oxidase, heme-copper terminal oxidase,
ubiquinol oxidase, Uchida, Kusano, Mogi,
Anraku, Sone, 1004

Chinese hamster ovary cells, CD9 antigen,
heparan-sulfate proteoglycan, heparin-
binding EGF-like growth factor (HB-EGF),
surface plasmon resonance, Sakuma, Higa-
shiyama, Hosoe, Hayashi, Taniguchi, 474

Chlamydomonas reinhardtii, complementa-
tion, desaturation mutation, heat stability,
photosystem n, Sato, Fujiwara, Kawa-
guchi, Tsuzuki, 1224

chloride binding site, cytochrome bo, electron
transfer, heme-copper binuclear center,
terminal oxidase, Hirano, Mogi, Tsubaki,
Hori, Orii, Anraku, 430

chondroitin sulfate/dermatan sulfate, co-
culture, comeal cells, keratan sulfate,
proteoglycan synthesis, Nakazawa, Taka-
hashi, Ohno, Sato, 851

chorion hardening, egg envelope, purification,
rainbow trout, transglutaminase, Ha,
Iuchi, 947

chromatin structure, aldolase C, central ner-
vous system, copy number-dependent ex-
pression, transgenic mice, Arai, Sugama,
Hashido, Ohishi, Mukai, 927

chromosome 10q26-q26, gene structure,
hyaluronan-binding protein, hepatocyte
growth factor activator, serine protease,
Sumiya, Asakawa, Tobe, Hashimoto, Sagu-
chi, Choi-Miura, Shimizu, Minoshima,
Shimizu, Tomita, 983

chromosome 21, cDNA cloning, computer-
aided exon prediction, Down syndrome,
Nakamura, Hattori, SaJtaki, 872

chymosin, cathepsin D, dansyl-pepstatin,
determination of carboxyl proteases, pep-
sin, Yonezawa, Uchikoba, Kaneda, 294

circular dichroism, alternative splicing, c-i
Myc, protein structure, sedimentation
equilibrium, Horiuchi, Kurihara, Kata-
hira, Maeda, Saito, Uesugi, 711

cis-elements, A-stretch site, GC-rich site,
glyceraldehyde 3-phosphate dehydrogen-
ase, irons-acting factors, Aki, Yanagisawa,
Akanuma, 271

citrate synthase, 14-run filament protein,
multifunctional protein, posttranslational
modification, Tetrahymena, Kojima, Wata-
nabe, Numata, 998

classification of transmembrane peptide por-

tions, band 3 protein, category for trans-
membrane segments, fidelity of hydrop-
athy prediction, proteolytic cleavage sites,
Hamasaki, Okubo, Kuma, Kong, Yae, 577

cleavage furrow, actin filament, contractile
ring, cytokinesis, mitotic apparatus, Fuji-
moto, Mabuchi, 518

cleavage site mapping, capsid protein, Leish-
mania RNA virus, site-specific RNA en-
donuclease activity, substrate specificity,
MacBeth, Ro, Gehrke, Patterson, 193

CLL-I, apoptosis, cellular proliferation, ga-
lectins, immunomodulators, Rabinovich,
Modesti, Castagna, Landa, Riera, Soto-
mayor, 365

c-Myc, alternative splicing, circular di-
chroism, protein structure, sedimentation
equilibrium, Horiuchi, Kurihara, Kata-
hira, Maeda, Saito, Uesugi, 711

coactivator, drug-inducible expression,
heterodimer, transcriptional activation,
Kobayashi, Numayama-Tsuruta, Sogawa,
Fujii-Kuriyama, 703

cobalt ion, cytosol, hen oviduct, a>-manno-
sidase, oligosaccharide, Yamashiro, Itoh,
Yamagishi, Natsuka, Mega, Hose, 111 A

co-culture, chondroitin sulfate/dermatan sul-
fate, comeal cells, keratan sulfate, proteo-
glycan synthesis, Nakazawa, Takahashi,
Ohno, Sato, 851

cold denaturation, protein stability, peptide-
water interaction, Graziano, Catanzano,
Riccio, Barone, 395

collagen, cartilage, interleukin-lff, matrix
metalloproteinase, plasminogen, Saito,
Katoh, Masumoto, Matsumoto, Masuho, 49

—, bone, modification, osteopenia, Btitge,
Winter, Notbohm, Acil, Brinckmann, Miil-
ler, 109

complement activation, human hepatoma cell
lines, liver MBP, recombinant vaccinia
virus, serum MBP, Ma, Shida, Kawasaki,
810

complementation, Chlamydomonas reinhard-
tii, desaturation mutation, heat stability,
photosystem II, Sato, Fujiwara, Kawa-
guchi, Tsuzuki, 1224

complex aggregates, heterologous compo-
nents, nucleotide inhibition, phosphoribo-
sylpyrophosphate synthetase, phospho-
ribosylpyrophosphate synthetase-associ-
ated proteins, Sonoda, Kita, Ishijima,
Ishizuka, Ahmad, Tatibana, 635

computer-aided exon prediction, cDNA clon-
ing, chromosome 21, Down syndrome,
Nakamura, Hattori, Sakaki, 872

conformation change, fluorescence change,
H+,K+-ATPase, rapid quenching, stopped
flow, Eguchi, Kayo, Shimada, Ootomo,
Nomoto, Kikuchi, Usida, Taniguchi, 659

contractile ring, actin filament, cleavage fur-
row, cytokinesis, mitotic apparatus, Fuji-
moto, Mabuchi, 518

copy number-dependent expression, aldolase
C, central nervous system, chromatin
structure, transgenic mice, Arai, Sugama,
Hashido, Ohishi, Mukai, 927

comeal cells, chondroitin sulfate/dermatan
sulfate, co-culture, keratan sulfate, proteo-
glycan synthesis, Nakazawa, Takahashi,
Ohno, Sato, 851

coronin, actin-related proteins, F-actin

affinity chromatography, myosin VI, sea
urchin egg, Terasaki, Ohnuma, Mabuchi,
226

CpG, or-actin, calponin, CArG box, differ-
entiation, DNA methylation, smooth mus-
cle, SM22« gene, Yamamura, Masuda,
Ikeda, Tokuyama, Takagi, Shibata, Tatsu-
ta, Takahashi, 157

Cre recombinase, embryonic stem cells, ex-
pression vectors, loxP site-specific recom-
bination, transient expression, Araki, Ima-
izumi, Okuyama, Oike, Yamamura, 977

cross-linking, influenza virus, RNA polymer-
ase, substrate binding, Asano, Ishihama,
627

crystallization, catechol 2,3-dioxygenase,
metapyrocatechase, non-heme iron dioxy-
genase, X-ray crystallography, Kita, Kita,
Inaka, Ishida, Horiike, Nozaki, Miki, 201

—, artificial proteins, biomaterials, fibrous
proteins, X-ray diffraction, Cantor, Atkins,
Cooper, Fournier, Mason, TirreU, 217

—, a/f} hydrolase fold family, nucleotide
sequence, prolyl aminopeptidase, Serratia
marcescens, Kabashima, Kitazono, Kitano,
Ito, Yoshimoto, 601

—, alkaline cellulase, detergent enzyme,
endo-l,4-/?-glucanase, X-ray crystallogra-
phy, Shirai, Yamane, Hidaka, Kuyama,
Suzuki, Ashida, Ozaki, Ito, 683

crystal structure, 3-isopropylmalate dehy-
drogenase, protein thermostability, struc-
tural redundancy, X-ray analysis, Tsu-
chiya, Sekiguchi, Takenaka, 1092

CT-motif, pBR322, regulation of gene
expression, Sl-sensitive sites, superhelical
density, Yamazaki, Hasebe, Shouguchi,
Amano, Kajiwara, Shishido, 696

CuA center, chimera enzyme, cytochrome c
oxidase, heme-copper terminal oxidase,
ubiquinol oxidase, Uchida, Kusano, Mogi,
Anraku, Sone, 1004

cysteine, ascorbic acid, glutathione, nitric
oxide, S-nitrosothiol, Kashiba-Iwatsuki,
Kitoh, Kasahara, Yu, Nisikawa, Matsuo,
Inoue, 1208

cysteine protease, active site, endoplaamic
reticulum, retention signal, site-directed
mutagenesis, Urade, Oda, Ito, Moriyama,
Utsumi, Kito, 834

cytochrome bo, deletion analysis, minicell,
single copy vector, terminal oxidase, Naka-
mura, Saiki, Mogi, Anraku, 415

—, proton pump, redox metal center, site-
directed mutagenesis, terminal oxidase,
Kawasaki, Mogi, Anraku, 422

—, chloride binding site, electron transfer,
heme-copper binuclear center, terminal
oxidase, Hirano, Mogi, Tsubaki, Hori, Orii,
Anraku, 430

cytochrome c-551, Bacillus stearothermo-
philus, 6aj-type cytochrome c oxidase,
boj-type oxidase, thermophilic bacteria,
Sakamoto, Honda, Sone, 764

cytochrome c oxidase, Bacillus brevis, elec-
tron transfer chain, proton translocation,
quinol oxidase, Yaginuma, Tsukita, Saka-
moto, Sone, 969

—, chimera enzyme, CuA center, heme-copper
terminal oxidase, ubiquinol oxidase, Uchi-
da, Kusano, Mogi, Anraku, Sone, 1004

cytokine, dopachrome, isomerase, macro-
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phage, macrophage migration inhibitory
factor, Suzuki, Sugimoto, Tanaka, Nishi-
hira, 1040

cytokinesis, actin filament, cleavage furrow,
contractile ring, mitotic apparatus, Fuji-
moto, Mabuchi, 518

cytosol, acetoacetyl-CoA thiolase, Candida
tropicalis, isozyme, peroxisome, Kana-
yama, Himeda, Atomi, Ueda, Tanaka, 616

—, endo-Z^iV-acetylglucosaminidase, hen
oviduct, oligosaccharide, Koto, Hatanaka,
Mega, Hose, 1167

—, cobalt ion, hen oviduct, a-mannosidase,
oligosaccharide, Yamashiro, Itoh, Yama-
gishi, Natsuka, Mega, Hose, 1174

cytosolic calcium concentration, 2APB, cal-
cium release, inositol 1,4,5-triBphosphate,
membrane-penetrable modulator, Maru-
yama, Kanaji, Nakade, Kanno, Mikoshiba,
498

cytosolic phospholipase A,, high glucose level,
mesangial cells, mitogen-activated protein
kinase, prostaglandin E2, Hayama, Akiba,
Fukuzumi, Sato, 1196

D

dansyl-pepstatin, cathepsin D, chymosin,
determination of carboxyl proteases, pep-
sin, Yonezawa, Uchikoba, Kaneda, 294

decarboxylase, characterization, mevalonate
pyrophosphate, pravastatin, purification,
Michihara, Sawamura, Nara, Ikeda, Ya-
mori, 647

degenerative myopathy, cathepsin, inter-
leukin-6, interleukin-6 receptor antibody,
turpentine oil, Tsujinaka, Kishibuchi,
Yano, Morimoto, Ebisui, Fujita, Ogawa,
Shiozaki, Kominami, Monden, 595

deletion analysis, cytochrome bo, minicell,
single copy vector, terminal oxidase, Naka-
mura, Saiki, Mogi, Anraku, 415

de nouo fatty acid synthesis, eicosapentaenoic
acid, fatty acid chain elongation, fatty acid
desaturation, marine bacterium, Wata-
nabe, Yazawa, Kondo, Kawaguchi, 467

dense body, dense plaque, filamin/ABP-
related protein, immunogold, smooth mus-
cle, Tachikawa, Nakagawa, Terasaki,
Mori, Ohashi, 314

dense plaque, dense body, filamin/ABP-
related protein, immunogold, smooth mus-
cle, Tachikawa, Nakagawa, Terasaki,
Mori, Ohashi, 314

depression of deamidation, chemical modi-
fication, isotope labeling, lysozyme, NMR,
Abe, Ueda, Imoto, 1153

desaturation mutation, Chlamydomonas rein-
hardUi, complementation, heat stability,
photosystem II, Sato, Fujiwara, Kawa-
guchi, Tsuzuki, 1224

detergent enzyme, alkaline cellulase, crystal-
lization, endo-l,4-/J-glucanase, X-ray crys-
tallography, Shirai, Yamane, Hidaka,
Kuyama, Suzuki, Ashida, Ozaki, Ito, 683

determination of carboxyl proteases, cathep-
sin D, chymosin, dansyl-pepstatin, pepsin,
Yonezawa, Uchikoba, Kaneda, 294

development, differentiation, gene, MEF2,
transcription, Morisaki, Sermsuvitay-
awong, Byun, Matsuda, Hidaka, Morisaki,

Mukai, 939
1,3-diaminopropane, Arthrobacter, poly-

amine aminotransferase, pyruvate, sper-
midine, Yorifuji, Ishihara, Naka, Kondo,
Shimizu, 537

—, acrolein, elimination and addition, nor-
spermidine, polyamine aminotransferase,
Yorifuji, Kondo, Naka, Ishihara, Shimizu,
544

differentiation, a -actin, calponin, CArG box,
CpG, DNA methylation, smooth muscle,
SM22ff gene, Yamamura, Masuda, Ikeda,
Tokuyama, Takagi, Shibata, Tatsuta,
Takahashi, 157

—, development, gene, MEF2, transcription,
Morisaki, Sermsuvitayawong, Byun,
Matsuda, Hidaka, Morisaki, Mukai, 939

digoxigenin, embryonal carcinoma cells, ex-
pressed sequence tags, hierarchical cluster
analysis, unidentified EST, Nomura,
Nishiguchi, Motaleb, Takihara, Takagi,
Yasunaga, Shimada, 129

disulfide rearrangement, folding intermedi-
ate, ovalbumin, protein folding, refolding,
Onda, Tatsumi, Takahashi, Hirose, 83

DNA-binding protein, HMG proteins, surface
plasmon resonance, Yamamoto, Ando,
Yoshioka, Saito, Tanabe, Shirakawa,
Yoshida, 586

DnaJ, aphid, Buchnera, DnaK, symbiosis,
Sato, Ishikawa, 41

DnaK, aphid, Buchnera, DnaJ, symbiosis,
Sato, Ishikawa, 41

DNA methylation, a -actin, calponin, CArG
box, CpG, differentiation, smooth muscle,
SM22O1 gene, Yamamura, Masuda, Ikeda,
Tokuyama, Takagi, Shibata, Tatsuta,
Takahashi, 157

DNA replication, Bombyx, PCNA, promoter
region, transcriptional regulation, Taka-
hashi, Yamaguchi, Hirose, Kobayashi,
Miyajima, Matsukage, 1215

DNase I footprinting, basidiomycete, bind-
ing-site selection, gel mobility-shift, zinc-
duster, Miyazaki, Tsunoka, Snishido, 1088

DNA transformation, Escherichia coli cells,
electrotransfer, voltage pulse, Kimoto,
Taketo, 237

dopachrome, cytokine, isomerase, macro-
phage, macrophage migration inhibitory
factor, Suzuki, Sugimoto, Tanaka, Nishi-
hira, 1040

Down syndrome, cDNA cloning, chromosome
21, computer-aided exon prediction, Naka-
mura, Hattori, Sakaki, 872

Drosophiia, bacterial-expression, calpain,
EF-lor, limited-proteolysis, Amano,
Kawasaki, Ishiura, Kawashima, Suzuki,
Emori, 865

drug-inducible expression, coactivator,
heterodimer, transcriptional activation,
Kobayashi, Numayama-Tsuruta, Sogawa,
Fujii-Kuriyama, 703

dynamin, epitope tagging, GTP-binding pro-
tein, vesicular transport, Vpsl, Shin,
Shinotsuka, Torii, Murakami, Nakayama,
525

E

EF-la, bacterial-expression, calpain, Droso-
phiia, limited-proteolysis, Amano, Kawa-
saki, Ishiura, Kawashima, Suzuki, Emori,

865
EGF, ErbB, neuregulin, NTAK, PC-12,

Higashiyama, Horikawa, Yamada, Ichino,
Nakano, Nakagawa, Miyagawa, Matsu-
shita, Nagatsu, Taniguchi, Ishiguro, 675

egg envelope, chorion hardening, purification,
rainbow trout, transglutaminase, Ha,
Iuchi, 947

eicosapentaenoic acid, de novo fatty acid
synthesis, fatty acid chain elongation, fatty
acid desaturation, marine bacterium,
Watanabe, Yazawa, Kondo, Kawaguchi,
467

electron paramagnetic resonance spectros-
copy, muscle, myosin, nucleotide analog,
vanadate, Wilson, Shull, Naber, Cooke,
563

electron transfer, chloride binding site, cyto-
chrome bo, heme-copper binuclear center,
terminal oxidase, Hirano, Mogi, Tsubaki,
Hori, Orii, Anraku, 430

electron transfer chain, Bacillus brevis, cyto-
chrome c oxidase, proton translocation,
quinol oxidase, Yaginuma, Tsukita, Saka-
moto, Sone, 969

electroporation, cell-adhesion, fibronectin,
gene transfer, mammalian cell, Hashino,
Matsushita, Koto, 490

electrostatic interaction, halophilicity, metal-
loproteinase, salt-activation, thermolysin,
Inouye, Lee, Nambu, Tonomura, 358

electrotransfer, DNA transformation, EB-
cherichia coli cells, voltage pulse, Kimoto,
Taketo, 237

elimination and addition, acrolein, 1,3-di-
aminopropane, norspermidine, polyamine
aminotransferase, Yorifuji, Kondo, Naka,
Ishihara, Shimizu, 544

embryonal carcinoma cells, digoxigenin, ex-
pressed sequence tags, hierarchical cluster
analysis, unidentified EST, Nomura,
Nishiguchi, Motaleb, Takihara, Takagi,
Yasunaga, Shimada, 129

embryonic fibroblast, genomic imprinting,
growth arrest, Hayashida, Eversole-Cire,
Jones, Sasaki, 901

embryonic stem cells, expression vectors, Cre
recombinase, loxP site-specific recombina-
tion, transient expression, Araki, Ima-
izumi, Okuyama, Oike, Yamamura, 977

endo-l,4-yS-glucanase, alkaline cellulase, cry-
stallization, detergent enzyme, X-ray cry-
stallography, Shirai, Yamane, Hidaka,
Kuyama, Suzuki, Ashida, Ozaki, Ito, 683

endo-yS-iV-acetylglucosaminidase, cytosol,
hen oviduct, oligosaccharide, Koto, Hata-
naka, Mega, Hose, 1167

endoplasmic reticulum, biosynthesis, GPI
anchor, paroxysmal nocturnal hemoglobin-
uria, posttranslational modification, Kino-
shiia, Ohishi, Takeda, 251

—, active site, cysteine protease, retention
signal, site-directed mutagenesis, Urade,
Oda, Ito, Moriyama, Utsumi, Kito, 834

endoprotease, CAAX-motif-specific protease,
isoprenylated protein, novel fluorometric
assay, Ras, Nishii, Muramatsu, Kuchino,
Yokoyama, Takahashi, 402

enzyme-substrate complex, D-amino acid
oxidase, flavoenzyme, molecular mechan-
ics, tertiary structure, Miura, Setoyama,
Nishina, Shiga, Mizutani, Miyahara,
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Hirotsu, 825
epidermal growth factor, epidermal growth

factor receptor, ligand-induced dimeriza-
tion, ligand-receptor binding stoichiom-
etry, laser light scattering, Odaka, Kohda,
Lax, Schlessinger, Inagaki, 116

—, epidermal growth factor receptor, phage
library, Tang, Dallaire, Hoyt, Sykes,
O'Connor-McCourt, Malcolm, 686

epidermal growth factor receptor, epidermal
growth factor, ligand-induced dimeriza-
tion, ligand-receptor binding stoichiom-
etry, laser light scattering, Odaka, Kohda,
Lax, Schlessinger, Inagaki, 116

—, epidermal growth factor, phage library,
Tang, Dallaire, Hoyt, Sykes, O'Connor-
McCourt, Malcolm, 686

epitope tagging, dynamin, GTP-binding pro-
tein, vesicular transport, Vpsl, Shin,
Shinotsuka, Torii, Murakami, Nakayama,
525

ErbB, EGF, neuregulin, NTAK, PC-12,
Higashiyama, Horikawa, Yamada, Ichino,
Nakano, Nakagawa, Miyagawa, Matsu-
shita, Nagatsu, Taniguchi, Ishiguro, 675

erythrocyte, carbonic anhydrase, 4-hydroxy-
2-nonenal, protein sulfhydryl group, Uchi-
da, Hasui, Osawa, 1246

Escherichia coli, gene cloning, serine trans-
porter, tdcC, transport mutant, Ogawa,
Kayahara, Tsuda, Mizushima, Tsuchiya,
1241

Escherichia coli cells, DNA transformation,
electrotransfer, voltage pulse, Kimoto,
Taketo, 237

ether lipid, archaea, glycerophosphate dehy-
drogenase, Methanobacterium thermo-
autotrophicum, lipid biosynthesis, Nishi-
hara, Koga, 572

ethylisopropylamiloride, basolateral mem-
brane, bovine kidney cortex, brush-border
membrane, Na+/H+-exchanger, Yoshioka,
Suzuki, Kawakita, 641

evolutionary divergence, amino acid se-
quence, genomic structure, snoRNA gene,
Taiwan cobra neurotoxin, Chang, Chou,
Lin, Wu, Lin, Hong, Sun, Hsiao, 1252

exon/intron, gene cloning, genomic structure,
nuclear factor 1, promoter, Xu, Osada,
Imagawa, Nishihara, 795

expressed sequence tags, digoxigenin, em-
bryonal carcinoma cells, hierarchical clus-
ter analysis, unidentified EST, Nomura,
Nishiguchi, Motaleb, Takihara, Takagi,
Yasunaga, Shimada, 129

expression vectors, embryonic stem cells, Cre
recombinase, loxP site-specific recombina-
tion, transient expression, Araki, Ima-
izumi, Okuyama, Oike, Yamamura, 977

extension peptide, malate dehydrogenase
precursor, mitochondrial processing pep-
tidase, peptide substrate, substrate recog-
nition, Shimokata, Nishio, Song, Kitada,
Ogishima, /to, 1019

extracellular matrix, astrocyte, cerebral cor-
tex, neurite outgrowth, tenascin-C, Wakat-
suki, Ho, Arioka, Yamasaki, Kitamoto,
1146

extreme thermophile, extrinsic thermostabil-
ization factor, phosphoenolpyruvate car-

boxylase, Rhodothermus obamensis, ther-
mostability, Takai, Sako, Uchida, Ishida,
32

extrinsic thermostabilization factor, extreme
thermophile, phosphoenolpyruvate carbox-
ylase, Rhodothermus obamensis, thermo-
stability, Takai, Sako, Uchida, Ishida, 32

F-actin affinity chromatography, actin-re-
lated proteins, coronin, myosin VI, sea
urchin egg, Terasaki, Ohnuma, Mabuchi,
226

fatty acid, acyl-CoA synthetase, alternative
translation initiation, brain, subcellular
localization, Fujino, Kong, Minekura,
Suzuki, Yamamoto, 212

fatty acid chain elongation, de now fatty acid
synthesis, eicosapentaenoic acid, fatty acid
desaturation, marine bacterium, Wata-
nabe, Yazawa, Kondo, Kawaguchi, 467

fatty acid desaturation, de now fatty acid
synthesis, eicosapentaenoic acid, fatty acid
chain elongation, marine bacterium, Wata-
nabe, Yazawa, Kondo, Kawaguchi, 467

fatty acid remodeling, acyl-CoA, acyltrans-
ferase, arachidonic acid, lysophospholipid,
Yamashita, Sugiura, Waku, 1

—, 2-acyl LPC, bonito muscle, phospholipase
Ai, transacylase, Hirano, Tanaka, Yoshi-
zumi, Tanaka, Satouchi, 1160

fibronectin, cell-adhesion, electroporation,
gene transfer, mnmmalipn cell, Hashino,
Matsushita, Kato, 490

fibrous proteins, artificial proteins, biomate-
rials, crystaUization, X-ray diffraction,
Cantor, Atkins, Cooper, Fournier, Mason,
TirreU, 217

fidelity of hydropathy prediction, band 3
protein, category for transmembrane seg-
ments, classification of transmembrane
peptide portions, proteolytic cleavage sites,
Hamasaki, Okubo, Kuma, Kong, Yae, 577

14-nm filament protein, citrate synthase,
multifunctional protein, posttranslational
modification, Tetrahymena, Kojima, Wata-
nabe, Numata, 998

filamin/ABP-related protein, dense body,
dense plaque, immunogold, smooth muscle,
Tachikawa, Nakagawa, Terasaki, Mori,
Ohashi, 314

flavoenzyme, D-amino acid oxidase, enzyme -
substrate complex, molecular mechanics,
tertiary structure, Miura, Setoyama, Ni-
shina, Shiga, Mizutani, Miyahara, Hiro-
tsu, 825

fluorescence change, conformation change,
H+,K+-ATPase, rapid quenching, stopped
flow, Eguchi, Kayo, Shimada, Ootomo,
Nomoto, Kikuchi, Usida, Taniguchi, 659

fluorescence quenching, inhibition, nitroso-
compounds, porcine neutrophils, respira-
tory burst, Nasuda-Kouyama, Nakata,
Iizuka, Isogai, 550

folding intermediate, disulfide rearrange-
ment, ovalbumin, protein folding, refold-
ing, Onda, Tatsumi, Takahashi, Hirose, 83

frontal gel chromatography, binding system,
catechol 2,3-dioxygenase, ligand, serum
albumin, Honjo, Ishida, Horiike, 258

fructose-6-phosphate,2-kinase/fructo8e-2,6-
bisphosphatase, bifunctional enzyme, hu-

man placenta, isozyme, phosphorylation,
Sakakibara, Kato, Okamura, Nakagawa,
Komada, Tominaga, Shimojo, Fukasawa,
122

functional differentiation, bovine mammary
gland, N-linked sugar chains, (3-N-acetyl-
galactosamine, Sato, Taka, Aoki, Matsuda,
Furukawa, 1068

fusion protein, alkaline phosphatase, anti-
body engineering, NP, single-chain Fv,
Suzuki, Veda, Suzuki, Nagamune, 322

G

galectins, apoptosis, cellular proliferation,
CLL-I, immunomodulators, Rabinovich,
Modesti, Castagna, Landa, Riera, Soto-
mayor, 365

G:A pair, hairpin, NMR, ribozyme, RNA,
Sakamoto, Kawai, Katahira, Kim, Ta-
naka, Kurihara, Kohno, Watanabe, Yoko-
yama, Watanabe, Uesugi, 556

gastric epithelial cell, GSM06 cell line, hy-
aluronan, immortalized cell line, tempera-
ture-sensitive SV40 large T-antigen, Goso,
Nakano, Sugiyama, Tabuchi, Horiuchi,
Hotta, 96

GC-rich site, A-stretch site, cw-elements,
glyceraldehyde 3-phosphate dehydrogen-
ase, trans-acting factors, Aki, Yanagisawa,
Akanuma, 271

gel mobility-shift, basidiomycete, binding-
site selection, DNase I footprinting, zinc-
cluster, Miyazaki, Tsunoka, Shishido, 1088

gene, development, differentiation, MEF2,
transcription, Morisaki, Sennsuuitay-
awong, Byun, Matsuda, Hidaka, Morisaki,
Mukai, 939

gene cloning, exon/intron, genomic structure,
nuclear factor 1, promoter, Xu, Osada,
Imagawa, Nishihara, 795

—, Escherichia coli, serine transporter, tdcC,
transport mutant, Ogawa, Kayahara,
Tsuda, Mizuahima, Tsuchiya, 1241

gene organization, cDNA, heparan sulfate
proteoglycan, promoter function, ryudo-
can, Tsuzuki, Kojima, Katsumi, Yamazaki,
Sugiura, Saito, 17

general transcription factors, promoter clear-
ance, RNA polymerase II, TFITE, TFIIH,
Ohkuma, 481

gene structure, chromosome 10q25-q26,
hyaluronan-binding protein, hepatocyte
growth factor activator, serine protease,
Sumiya, Asakawa, Tobe, Hashimoto, Sagu-
chi, Choi-Miura, Shimizu, Minoshima,
Shimizu, Tomita, 983

—, P450, processed pseudogene, sterol 14-
demethylase, transcription-initiation site,
Noshiro, Aoyama, Kawamoto, Gotoh,
Horiuchi, Yoshida, 1114

—, human sarcomas, OS-9 gene, 5' upstream
region, transcription start sites, Kimura,
Nakazawa, Tsuchiya, Asakawa, Shimizu,
Yamada, 1190

gene transfer, cell-adhesion, electroporation,
fibronectin, mammalian cell, Hashino,
Matsushita, Kato, 490

genomic imprinting, embryonic fibroblast,
growth arrest, Hayashida, Eversole-Cire,
Jones, Sasaki, 901

genomic structure, exon/intron, gene cloning,
nuclear factor 1, promoter, Xu, Osada,
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G (cont'd)

Imagawa, Nishihara, 795
—, amino acid sequence, evolutionary diver-

gence, snoRNA gene, Taiwan cobra neu-
rotoxin, Chang, Chou, Lin, Wu, Lin, Hong,
Sun, Hsiao, 1252

glucose transport, >9,-adrenoceptor, /Si-ago-
nist, insulin, skeletal muscle, Tanishita,
Shimizu, Minokoshi, Shimazu, 90

glutathione, ascorbic acid, cysteine, nitric
oxide, S-nitrosothiol, Kashiba-Iwatsuki,
Kitoh, Kasahara, Yu, Nisikawa, Matsuo,
Inoue, 1208

—, reactive oxygen species, snake venom,
superoxide dismutase, vascular endothelial
cells, Suzuki, Nakamura, Hatanaka, Kaya-
noki, Tatsumi, Taniguchi, 1260

glyceraldehyde 3-phosphate dehydrogenase,
A-stretch site, cis-elements, GC-rich site,
trans-acting factors, Aki, Yonagisowa,
Akanuma, 271

glyceraldehyde-3-phosphate dehydrogenase,
membrane fusion, phosphatidylethanol-
amine, phosphatidylserine, surface plas-
mon resonance, Kaneda, Takeuchi, Inoue,
Umeda, 1233

glycerophosphate dehydrogenase, archaea,
ether lipid, Methanobacterium thermoauto-
trophicum, lipid biosynthesis, Nishihara,
Koga, 572

glycoprotein, macrophage colony-stimulating
factor, structure, sugar chain, Ushida,
Natsuka, Shimokawa, Takatsu, Shima-
mum, Hose, 148

—, cDNA cloning, lysosome, membrane,
mouse liver, Tabuchi, Akasaki, Sasaki,
Kanda, Tsuji, 756

glycosaminoglycan, 4-methylumbelliferyl->9-
D-xyloside, human skin fibroblast, monen-
sin, Takagaki, Tazawa, Munakata, Naka-
mura, Endo, 1129

Golgi apparatus, immunofluorescence mi-
croscopy, nucleotide-sugar transporter,
peptide antibody, UDP-galactose trans-
porter, Yoshioka, Sun-Wada, hhida,
Kawakita, 691

GPI anchor, biosynthesis, endoplasmic reticu-
lum, paroxysmal nocturnal hemoglobin-
uria, posttranslational modification, Kino-
shita, Ohishi, Takeda, 251

gramicidin S, Bacillus brevis, gramicidin S
synthetase, peptide antibiotic, peptide
synthetase, Hori, Kurotsu, 606

gramicidin S synthetase, Bacillus brevis,
gramicidin S, peptide antibiotic, peptide
synthetase, Hori, Kurotsu, 606

growth arrest, embryonic fibroblast, genomic
imprinting, Hayashida, Eversole- Cire,
Jones, Sasaki, 901

growth inhibition, antisense oligonucleotide,
human hepatoma cell lines, IGF-II, Lin,
Hsieh, Hsu, Lai, Kan, Au, 717

GSM06 cell line, gastric epithelial cell, hy-
aluronan, immortalized cell line, tem-
perature-sensitive SV40 large T-antigen,
Goso, Nakano, Sugiyama, Tabuchi, Hori-
uchi, Hotta, 96

GTP-binding protein, dynamin, epitope tag-
ging, vesicular transport, Vpsl, Shin,
Shinotsuka, Torii, Murakami, Nakayama,
525

guanine nucleotide exchange, Ra, RCCl,
Azuma, Hachiya, Nishimoto, 1133

H

hairpin, G:A pair, NMR, ribozyme, RNA,
Sakamoto, Kawai, Katahira, Kim, Ta-
naka, Kurihara, Kohno, Watanabe, Yoko-
yama, Watanabe, Uesugi, 556

hairpin ribozyme, arabis mosaic virus, ribo-
zyme, RNA enzyme, satellite RNA, Hisa-
matsu, Morikawa, Tomita, Tanaka, Sono-
ki, Kikuchi, 352

hairpin structure, <z-amylase inhibitor, re-
combinant, synthetic gene, wheat kernel,
Okuda, Satoh, Sakurai, Shibuya, Kaji,
Samejima, 918

Halocynihia roretzi, cDNA, isoforms, tropo-
nin I, Yuasa, Sato, Yamamoto, Takagi, 374

halophilicity, electrostatic interaction, metal-
loproteinase, salt-activation, thermolysin,
Inouye, Lee, Nambu, Tonomura, 358

heat stability, Chlamydomonas reinhardtii,
complementation, desaturation mutation,
photosystem II, Sato, Fujiwara, Kawa-
guchi, Tsuzuki, 1224

helix, lvBozyme, site-directed mutagenesis,
stability, X-ray crystallography, Moto-
shima, Ueda, Masumoto, Hashimoto, Chiji-
iwa, Imoto, 25

a -helix, sigma factor, structural stability,
transcription activity, temperature sensi-
tivity, Liao, Wen, Wang, Tsai, Doi,
Chang, 911

heme-copper binuclear center, chloride bind-
ing site, cytochrome bo, electron transfer,
terminal oxidase, Hirano, Mogi, Tsubaki,
Hori, Orii, Anraku, 430

heme-copper terminal oxidase, chimera en-
zyme, CuA center, cytochrome c oxidase,
ubiquinol oxidase, Uchida, Kusano, Mogi,
Anraku, Sone, 1004

hen lysozyme, hydrogen bond, hydropho-
bicity, protein stability, X-ray crystal-
lography, Ohmura, Ueda, Motoshima,
Tamura, Imoto, 512

hen oviduct, cytosol, endo-/3-Ar-acetylglucos-
aminidase, oligosaccharide, Koto, Hata-
naka, Mega, Hose, 1167

—, cobalt ion, cytosol, a-mannosidase, oligo-
saccharide, Yamashiro, Itoh, Yamagishi,
Natsuka, Mega, Hose, 1174

heparan sulfate proteoglycan, cDNA, gene
organization, promoter function, ryudocan,
Tsuzuki, Kojima, Katsumi, Yamazaki,
Sugiura, Saito, 17

heparan-sulfate proteoglycan, CD9 antigen,
Chinese hamster ovary cells, heparin-bind-
ing EGF-like growth factor (HB-EGF),
surface plasmon resonance, Sakuma, Higa-
shiyama, Hosoe, Hayashi, Taniguchi, A1A

heparin-binding EGF-like growth factor (HB-
EGF), CD9 antigen, Chinese hamster ovary
cells, heparan-sulfate proteoglycan, surface
plasmon resonance, Sakuma, Higashi-
yama, Hosoe, Hayashi, Taniguchi, 474

hepatitis C virus, protease inhibitor, serine
proteinase, substrate specificity, synthetic
peptide, Kakiuchi, Komoda, Hijikata,
Shimotohno, 749

hepatocyte growth factor activator, chromo-
some 10q25-q26, gene structure, hyaluro-
nan-binding protein, serine protease,

Sumiya, Asakawa, Tobe, Hashimoto, Sagu-
chi, Choi-Miura, Shimizu, Minoshima,
Shimizu, Tomita, 983

heterodimer, coactivator, drug-inducible ex-
pression, transcriptional activation, Ko-
bayashi, Numayama-Tsuruta, Sogawa,
Fujii-Kuriyama, 703

heterologous components, complex aggre-
gates, nucleotide inhibition, phosphoribo-

• sylpyrophosphate synthetase, phospho-
ribosylpyrophosphate synthetase-associat-
ed proteins, Sonoda, Kita, Ishijima, Ishi-
zuka, Ahmad, Tatibana, 635

hierarchical cluster analysis, digoxigenin,
embryonal carcinoma cells, expressed se-
quence tags, unidentified EST, Nomura,
Nishiguchi, Motaleb, Takihara, Takagi,
Yasunaga, Shimada, 129

high glucose level, cytosolic phospholipase AJF
mesangial cells, mitogen-activated protein
kinase, prostaglandin Et, Hayama, Akiba,
Fukuzumi, Sato, 1196

HMG proteins, DNA-binding protein, surface
plasmon resonance, Yamamoto, Ando,
Yoshioka, Saito, Tanabe, Shirakawa,
Yoshida, 586

HPLC-flow reactor, nanomolar quantifica-
tion, nitrosothiols, nitrosoglutathione for-
mation, Akaike, Inoue, Okamoto, Nishino,
Otagiri, Fujii, Maeda, 459

HSP70, NGF, PC12 cells, stress response,
Hatayama, Takahashi, Yamagishi, 904

human hepatoma cell lines, antisense oligonu-
cleotide, growth inhibition, IGF-II, Lin,
Hsieh, Hsu, Lai, Kan, Au, 717

—, complement activation, liver MBP, re-
combinant vaccinia virus, serum MBP, Ma,
Shida, Kawasaki, 810

human placenta, bifunctional enzyme, fruc-
tose-6-phosphate,2-kinase/fructose-2,6-
bisphosphatase, isozyme, phosphorylation,
Sakakibara, Kato, Okamura, Nakagawa,
Komada, Tominaga, Shimojo, Fukasawa,
122

human sarcomas, OS-9 gene, gene structure,
5' upstream region, transcription start
sites, Kimura, Nakazawa, Tsuchiya, Asa-
kawa, Shimizu, Yamada, 1190

human skin fibroblast, glycosaminoglycan, 4-
methylumbelliferyl-/9-D-xyloside, monen-
sin, Takagaki, Tazawa, Munakata, Naka-
mura, Endo, 1129

hyaluronan, gastric epithelial cell, GSM06
cell line, immortalized cell line, tempera-
ture-sensitive SV40 large T-antigen, Goso,
Nakano, Sugiyama, Tabuchi, Horiuchi,
Hotta, 96

hyaluronan-binding protein, chromosome
10q25-q26, gene structure, hepatocyte
growth factor activator, serine protease,
Sumiya, Asakawa, Tobe, Hashimoto, Sagu-
chi, Choi-Miura, Shimizu, Minoshima,
Shimizu, Tomita, 983

hydrogen bond, hen lysozyme, hydropho-
bicity, protein stability, X-ray crystal-
lography, Ohmura, Ueda, Motoshima,
Tamura, Imoto, 512

hydrogen exchange, 8-anilinonaphthalene-l-
Bulfonic acid, ATPase, protein-lipid inter-
action, SecA, Song, Kim, 1010

a/P hydrolase fold family, crystallization,
nucleotide sequence, prolyl aminopep-
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H (confd)

tidase, Serratia marcescens, Kabashima,
Kitazono, Kitano, Ito, Yoshimoto, 601

hydrophobic interaction, aromatic amino acid
aminotransferase, aspartate aminotrans-
ferase, protein dynamics, substrate speci-
ficity, Kawaguchi, Nobe, Yasuoka, Waka-
miya, Kusumoto, Kuramitsu, 55

hydrophobicity, hen lysozyme, hydrogen
bond, protein stability, X-ray crystallogra-
phy, Ohmura, Ueda, Motoshima, Tamura,
Imoto, 512

4-hydroxy-2-nonenal, carbonic anhydrase,
erythrocyte, protein sulfhydryl group,
Uchida, Hasui, Osawa, 1246

hydroxylamine, ab iniiio molecular orbital
calculation, acyl phosphate bond,
(Na+,K+)-ATPase, nucleophilic substitu-
tion, Ushimaru, Shinohara, Fukushima,
666

hyperthermostable enzyme, amino acid se-
quence, ionspray mass spectrometry,
methionine aminopeptidase, Pyrococcus
furiosus, Tsunasawa, Izu, Miyagi, Koto,
843

hypertonic stress, cell volume, intracellular
pH, osmotic response, proton secretion,
Oyama, Kubota, 64

I

IGF-II, antisense oligonucleotide, growth
inhibition, human hepatoma cell lines, Lin,
Hsieh, Hsu, Lai, Kan, Au, 111

immortalized cell line, gastric epithelial cell,
GSM06 cell line, hyaluronan, temperature-
sensitive SV40 large T-antigen, Goso,
Nakano, Sugiyama, Tabuchi, Horiuchi,
Hotta, 96

immunofluorescence microscopy, Golgi appa-
ratus, nucleotide-sugar transporter, pep-
tide antibody, UDP-galactose tranaporter,
Yoshioka, Sun-Wada, Ishida, Kawakita,
691

immunogold, dense body, dense plaque,
filamin/ABP-related protein, smooth mus-
cle, Tachikawa, Nakagawa, Terasaki,
Mori, Ohashi, 314

immunohistochemistry, alanyl aminopep-
tidase, characterization, purification, semi-
nal plasma, Huang, Takahara, Kinouchi,
Takeyama, hhida, Ueyama, Nishi, Oh-
kubo, 779

immunomodulators, apoptosis, cellular pro-
liferation, CLL-I, galectins, Rabinovich,
Modesti, Castagna, Landa, Riera, Soto-
mayor, 365

inflammation, chemotaxis, midkine, neutro-
phil, synovitis, Takada, Toriyama, Mura-
matsu, Song, Torii, Muramatsu, 453

—, apoptosis, ceramide, methylsphingosines
sphingolipid signaling pathway, sphingo-
sine, sphingosine 1-phosphate, Igarashi,
1080

influenza virus, cross-linking, RNA polymer-
ase, substrate binding, Asano, hhihama,
627

inhibition, neutrophils, nitroso-compounds,
respiratory burst, Nakata, Nasuda-Kou-
yama, Isogai, Kanegasaki, Iizuka, 188

—, fluorescence quenching, nitroso-com-
pounds, porcine neutrophils, respiratory

burst, Nasuda-Kouyama, Nakata, Iizuka,
Isogai, 550

inhibition by a-ketoglutarate, D-amino acid
aminotransferase, carboxyl- binding site
for substrates, site-directed mutagenesis,
Kishimoto, Yoshimura, Soda, Esalci, 1182

inhibitor, cell growth, receptor, 6econd mes-
senger, synthetic peptide, Homma, Yama-
saki, Ohmi, Homma, 738

inositol 1,4,5-trisphosphate, 2APB, calcium
release, cytosolic calcium concentration,
membrane-penetrable modulator, Mam-
yama, Kanaji, Nakade, Kanno, Mikoshiba,
498

insulin, A-adrenoceptor, ^-agonist, glucose
transport, skeletal muscle, Tanishita,
Shimizu, Minokoshi, Shimazu, 90

insulin receptor, cDNA cloning, SH2 domain
association, splice variants, yeast two-
hybrid system, Riedel, Wang, Hansen,
Yousaf, 1105

interaction, calcium-binding protein, calpo-
nin, calponin-binding protein, microtubule,
Fujii, Hiromori, Hamamoto, Suzuki, 344

inter-ff-trypsin inhibitor family, cDNA,
inter-a-trypsin inhibitor heavy chains,
molecular evolution, Syrian hamster,
Nakatani, Suzuki, Yamamoto, Sinohara,
71

inter-ff-trypsin inhibitor heavy chains,
cDNA, inter-ff-trypsin inhibitor family,
molecular evolution, Syrian hamster,
Nakatani, Suzuki, Yamamoto, Sinohara,
71

interleukin-lff, cartilage, collagen, matrix
metalloproteinase, plasminogen, Saito,
Katoh, Masumoto, Matsumoto, Masuho, 49

interleukin-6, cathepsin, degenerative myo-
pathy, interleukin-6 receptor antibody,
turpentine oil, Tsujinaka, Kishibuchi,
Yano, Morimoto, Ebisui, Fujita, Ogawa,
Shiozaki, Kominami, Monden, 595

interleukin-6 receptor antibody, cathepsin,
degenerative myopathy, interleukin-6,
turpentine oil, Tsujinaka, Kishibuchi,
Yano, Morimoto, Ebisui, Fujita, Ogawa,
Shiozaki, Kominami, Monden, 595

intracellular pH, cell volume, hypertonic
stress, osmotic response, proton secretion,
Oyama, Kubota, 64

in vivo, cocyte maturation, protease, pro-
teasome, starfish, Chiba, Sato, Hoshi, 286

in vivo selection, A-rich bulge, P5abc, ribo-
zyme, Tetrahymena, Ikawa, Okada, Ima-
hori, Shiraishi, Inoue, 878

ionspray mass spectrometry, amino acid
sequence, hyperthermostable enzyme,
methionine aminopeptidase, Pyrococcus
furiosus, Tsunasawa, Izu, Miyagi, Koto,
843

ischemia, calpain, calpastatin, myocardium,
reperfusion, Sorimachi, Harada, Saido,
Ono, Kawashima, Yoshida, 743

ischemia-reperfusion, ankyrin isoform, cal-
pain, membrane-skeleton, Yoshida, Hara-
da, 279

—, ischemic preconditioning, myocardium,
PKC inhibitor, protein kinase C isoform,
Yoshida, Kawamura, Mizukami, Kitakaze,
506

ischemic preconditioning, ischemia-reper-
fusion, myocardium, PKC inhibitor, pro-

tein kinase C isoform, Yoshida, Kawa-
mura, Mizukami, Kitakaze, 506

isoform, brain, CaI+/calmodulin, CaM-kinase
kinase, cDNA, Kitani, Okuno, Fujisawa,
243

—, alternative splicing, kexin, PACE4, SPC4,
Tsuji, Him, Tamai, Yonemoto, Mori,
Yoshida, Bando, Sakai, Mori, Akamatsu,
Matsuda, 438

isoforms, cDNA, Halocynthia roretzi, tropo-
nin I, Yuasa, Sato, Yamamoto, Takagi, 374

isomerase, cytokine, dopachrome, macro-
phage, macrophage migration inhibitory
factor, Suzuki, Sugimoto, Tanaka, Nishi-
hira, 1040

isoprenylated protein, CAAX-motif-specific
protease, endoprotease, novel fluorometric
assay, Ras, Nishii, Muramatsu, Kuchino,
Yokoyama, Takahashi, 402

3-isopropylmalate dehydrogenase, crystal
structure, protein thermostability, struc-
tural redundancy, X-ray analysis, Tsuchi-
ya, Sekiguchi, Takenaka, 1092

isotope labeling, chemical modification, de-
pression of deamidation, lysozyme, NMR,
Abe, Ueda, Imoto, 1153

isozyme, bifunctional enzyme, fructose-6-
phosphate,2-kinase/fructo8e-2,6-bi8phos-
phatase, human placenta, phosphorylation,
Sakakibara, Kato, Okamura, Nakagawa,
Komada, Tominaga, Shimojo, Fukasawa,
122

—, acetoacetyl-CoA thiolase, Candida tro-
picalis, cytosol, peroxisome, Kanayama,
Himeda, Atomi, Ueda, Tanaka, 616

JNK, carp, cDNA cloning, MAP kinase super-
family, stress-activated protein kinase,
Hashimoto, Matsuo, Yokoyama, Toyohara,
Sakaguchi, 381

K

aKAP, CaM-kinase II, nuclear membrane,
signal sequence, skeletal muscle, Takeuchi,
Fujisawa, 494

keratan sulfate, chondroitin sulfate/der-
matan sulfate, co-culture, comeal cells,
proteoglycan synthesis, Nakazawa, Taka-
hashi, Ohno, Sato, 851

kexin, alternative splicing, isoform, PACE4,
SPC4, Tsuji, Hine, Tamai, Yonemoto,
Mori, Yoshida, Bando, Sakai, Mori, Aka-
matsu, Matsuda, 438

D-lactate dehydrogenase, active center,
Lactobacillus, stereospecificity, Taguchi,
Ohio, Matsuzawa, 802

Lactobacillus, active center, D-lactate dehy-
drogenase, stereospecificity, Taguchi,
Ohio, Matsuzawa, 802

lanthanide ion, lutetium(m) ion, metal hy-
droxo-cluster, RNA hydrolysis, ytterbium
(HI) ion, Matsumura, Komiyama, 387

laser light scattering, epidermal growth fac-
tor, epidermal growth factor receptor,
ligand-induced dimerization, ligand-recep-
tor binding stoichiometry, Odaka, Kohda,
Lax, Schlessinger, Inagaki, 116

lead ribozyme, CD, metal binding, RNA,
RNA cleavage, Kim, Katahira, Sugiyama,

 at Peking U
niversity on O

ctober 2, 2012
http://jb.oxfordjournals.org/

D
ow

nloaded from
 

http://jb.oxfordjournals.org/


X X INDEX TO KEY WORDS

L (cont'd)
Uesugi, 1062

Leishmania RNA virus, capsid protein, cleav-
age site mapping, site-specific RNA endo-
nuclease activity, substrate specificity,
MacBeth, Ro, Gehrke, Patterson, 193

ligand, binding system, catechol 2,3-dioxy-
genase, frontal gel chromatography, serum
albumin, Honjo, Ishida, Horiike, 258

ligand-induced dimerization, epidermal
growth factor, epidermal growth factor
receptor, ligand-receptor binding stoichi-
ometry, laser light scattering, Odaka,
Kohda, Lax, Schlessinger, Inagaki, 116

ligand-receptor binding stoichiometry,
epidermal growth factor, epidermal growth
factor receptor, ligand-induced dimeriza-
tion, laser light scattering, Odaka, Kohda,
Lax, Schlessinger, Inagaki, 116

ligase, ATP-binding domain, ATP replace-
ability, ATP-requiring enzyme, stringency
as to ATP-requirement, Kinoshita, Nishi-
gaki, 205

limited-proteolysis, bacterial-expression,
calpain, Drosophila, EF-l<r, Amano,
Kawasaki, Ishiura, Kawashima, Suzuki,
Emori, 865

lipid biosynthesis, archaea, ether lipid, glyc-
erophosphate dehydrogenase, Methanobac-
terium thermoautotrophicum, Nishihara,
Koga, 572

lipid peroxidation, arachidonic acid, platelet,
secretory phospholipase A,, Akiba, Naga-
tomo, Hayama, Sato, 859

liver MBP, complement activation, human
hepatoma cell lines, recombinant vaccinia
virus, serum MBP, Ma, Shida, Kawasaki,
810

loxP site-specific recombination, embryonic
stem cells, expression vectors, Cre recom-
binase, transient expression, Araki, Ima-
izumi, Okuyama, (Dike, Yamamura, 977

lutetium(EI) ion, lanthanide ion, metal hy-
droxo-cluster, RNA hydrolysis, ytterbium
(m) ion, Matsumura, Komiyama, 387

lysophospholipid, acyl-CoA, acyltransferase,
arachidonic acid, fatty acid remodeling,
Yamashita, Sugiura, Waku, 1

lysosome, cDNA cloning, glycoprotein, mem-
brane, mouse liver, Tabuchi, Akasaki,
Sasaki, Kanda, Tsuji, 756

lysozyme, helix, site-directed mutagenesis,
stability, X-ray crystallography, Moto-
shima, Ueda, Masumoto, Hashimoto, Chiji-
iwa, Imoto, 25

—, chemical modification, depression of
deamidation, isotope labeling, NMR, Abe,
Ueda, Imoto, 1153

ff-lytdc protease, iV-acetylmuramoyl-L-ala-
nine amidase, Achromobacter lyticus,
Achromopeptidase, Staphylococcus aureus,
Li, Norioka, Sakiyama, 772

M

macrophage, acousto-optic tunable filter,
microspectrophotometry, nitric oxide, red
blood cells, Tsujita, Shiraishi, Kakinuma,
264

—, cytokine, dopachrome, isomerase, macro-
phage migration inhibitory factor, Suzuki,
Sugimoto, Tanaka, Nishihira, 1040

macrophage colony-stimulating factor, glyco-
protein, structure, sugar chain, Ushida,
Natsuka, Shimokawa, Takatsu, Shima-
mura, Hose, 148

macrophage migration inhibitory factor, cyto-
kine, dopachrome, isomerase, macrophage,
Suzuki, Sugimoto, Tanaka, Nishihira,
1040

malate dehydrogenase precursor, extension
peptide, mitochondrial processing pep-
tidase, peptide substrate, substrate recog-
nition, Shimokata, Nishio, Song, Kitada,
Ogishima, Ito, 1019

mammalian cell, cell-adhesion, electropora-
tion, fibronectin, gene transfer, Hashino,
Matsushita, Koto, 490

ar-mannosidase, cobalt ion, cytosol, hen ovi-
duct, oligosaccharide, Yamashiro, Itoh,
Yamagishi, Natsuka, Mega, Hose, 1174

MAP kinase, PC12 cells, protein kinase,
protein phosphorylation, Kameshita, Ishi-
da, Fujisawa, 168

MAP kinase superfamily, carp, cDNA clon-
ing, JNK, stress-activated protein kinase,
Hashimoto, Matsuo, Yokoyama, Toyohara,
Sakaguchi, 381

marine bacterium, de novo fatty acid synthe-
sis, eicosapentaenoic acid, fatty acid chain
elongation, fatty acid desaturation, Wata-
nabe, Yazawa, Kondo, Kawaguchi, 467

matrix metalloproteinase, cartilage, collagen,
interleukin-1 a, plasminogen, Saito,
Katoh, Masumoto, Matsumoto, Masuho, 49

MCS4 RNA, chemical probing, Mycoplasma
capricolum, RNA secondary structure,
small stable RNA, Ushida, Sasamura,
Muto, 1202

MEF2, development, differentiation, gene,
transcription, Morisaki, Sermsuvitay-
awong, Byun, Matsuda, Hidaka, Morisaki,
Mukai, 939

megakaryocyte, peptide mimic, phage dis-
play library, synthetic peptides, thrombo-
poietin, Kimura, Kaburaki, Miyamoto,
Katayama, Watanabe, 1046

membrane, cDNA cloning, glycoprotein, lyso-
some, mouse liver, Tabuchi, Akasaki,
Sasaki, Kanda, Tsuji, 756

membrane fusion, glyceraldehyde-3-phos-
phate dehydrogenase, phosphatidyleth-
anolamine, phosphatidylserine, surface
plasmon resonance, Kaneda, Takeuchi,
Inoue, Umeda, 1233

membrane-penetrable modulator, 2APB, cal-
cium release, cytosolic calcium concentra-
tion, inositol 1,4,5-trisphosphate, Maru-
yama, Kanaji, Nakade, Kanno, Mikoshiba,
498

membrane-skeleton, ankyrin isoform, cal-
pain, ischemia-reperfusion, Yoshida,
Harada, 279

mesangial cells, cytosolic phospholipase A,,
high glucose level, mitogen-activated pro-
tein kinase, prostaglandin E,, Hayama,
Akiba, Fukuzumi, Sato, 1196

metal binding, CD, lead ribozyme, RNA,
RNA cleavage, Kim, Katahira, Sugiyama,
Uesugi, 1062

metal hydroxo-cluster, lanthanide ion, lute-
tium(EII) ion, RNA hydrolysis, ytterbium
(HI) ion, Matsumura, Komiyama, 387

metalloproteinase, electrostatic interaction,

halophilicity, salt-activation, thermolysin,
Inouye, Lee, Nambu, Tonomura, 358

—, reactive site, resynthesis, SMPI, tempo-
rary inhibition, Seeram, Hiraga, Oda, 788

metapyrocatechase, catechol 2,3-dioxygen-
ase, crystallization, non-heme iron dioxy-
genase, X-ray crystallography, Kita, Kita,
Inaka, Ishida, Horiike, Nozaki, Miki, 201

Methanobacterium thermoautotrophicum, ar-
chaea, ether lipid, glycerophosphate dehy-
drogenase, lipid biosynthesis, Nishihara,
Koga, 572

methionine aminopeptidase, amino acid se-
quence, hyperthermostable enzyme, ion-
spray mass spectrometry, Pyrococcus fur-
iosus, Tsunasawa, Izu, Miyagi, Koto, 843

methylsphingosines sphingolipid signaling
pathway, apoptosis, ceramide, inflamma-
tion, sphingosine, sphingosine 1-phos-
phate, Igarashi, 1080

4-methylumbelliferyl-/3-D-xyloside, glycos-
aminoglycan, human skin fibroblast,
monensin, Takagaki, Tazawa, Munakala,
Nakamura, Endo, 1129

mevalonate pyrophosphate, characterization,
decarboxylase, pravastatin, purification,
Michihara, Sawamura, Nara, Ikeda, Ya-
mori, 647

microspectrophotometry, acousto-optic tuna-
ble filter, macrophage, nitric oxide, red
blood cells, Tsujita, Shiraishi, Kakinuma,
264

microtubule, calcium-binding protein, calpo-
nin, calponin-binding protein, interaction,
Fujii, Hiromori, Hamamoto, Suzuki, 344

midkine, chemotaxis, inflammation, neutro-
phil, synovitis, Takada, Toriyama, Mura-
matsu, Song, Torii, Muramatsu, 453

minicell, cytochrome bo, deletion analysis,
single copy vector, terminal oxidase, Naka-
mura, Saiki, Mogi, Anraku, 415

mitochondrial processing peptidase, exten-
sion peptide, malate dehydrogenase pre-
cursor, peptide substrate, substrate recog-
nition, Shimokata, Nishio, Song, Kitada,
Ogishima, Ito, 1019

mitogen-activated protein kinase, arachido-
nic acid, phospholipaae A,, platelet, sphin-
gosine, Hashizume, Nakao, Kageura, Sato,
1034

—, cytosolic phospholipase A2, high glucose
level, mesangial cells, prostaglandin E2,
Hayama, Akiba, Fukuzumi, Sato, 1196

mitotic apparatus, actin filament, cleavage
furrow, contractile ring, cytokinesis, Fuji-
moto, Mabuchi, 518

modification, bone, collagen, osteopenia,
BUtge, Winter, Notbohm, AcU, Brinck-
mann, Miiller, 109

molecular cloning, aryl sulfotransferase, new
gene subfamily, recombinant form, thyroid
hormone, Fujita, Nagata, Ozawa, Sasano,
Yamazoe, 1052

molecular dynamics and molecular mechanics
simulations, cdc2 kinase, cdk 5, peptide
synthesis, phosphorylation, Ando, Iku-
hara, Kamata, Sasaki, Hisanaga, Kishi-
moto, Ito, Inagaki, 409

molecular evolution, cDNA, inter-<r-trypsin
inhibitor heavy chains, inter-a-trypsin
inhibitor family, Syrian hamster, Naka-
tani, Suzuki, Yamamoto, Sinohara, 71
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—, P450, phylogenetic tree, processed pseu-
dogene, sterol 14-demethylase, Yoshida,
Noshiro, Aoyama, Kawamoto, Horiuchi,
Gotoh, 1122

molecular mechanics, D-amino acid oxidase,
enzyme-substrate complex, flavoenzyme,
tertiary structure, Miura, Setoyama,
Nishina, Shiga, Mizutani, Miyahara,
Hirotsu, 825

molten globule state, ovalbumin, protein
conformation, protein fragmentation, ser-
pin superfamily, Tatsumi, Hirose, 300

monensin, glycosaminoglycan, 4-methylum-
belliferyl-/3-D-xyloside, human skin fibro-
blast, Takagaki, Tazawa, Munakata,
Nakamura, Endo, 1129

morphology, aggregation, B cell, PP1, protein
phosphatase, Takizawa, Komatsu, Mizuno,
Kawamura, Ito, Nakano, Kikuchi, 723

mouse liver, cDNA cloning, glycoprotein,
lysosome, membrane, Tabuchi, Akasaki,
Sasaki, Kanda, Tsuji, 756

multifunctional protein, 14-nm filament pro-
tein, citrate synthase, posttranslational
modification, Tetrahymena, Kojima, Wata-
nabe, Numata, 998

murine antibody, antibody-antigen interac-
tions, nuclear magnetic resonance, para-
quat (l,l'-dimethyl-4,4'-bipyridinium di-
chloride), pH dependence, single chain
antibody, site-directed mutagenesis,
Bowles, Mulhern, Gordon, Inglis, Sharpe,
Cogill, Pond, 101

muscle, electron paramagnetic resonance
spectroscopy, myosin, nucleotide analog,
vanadate, Wilson, Shull, Naber, Cooke,
563

Mycoplasma capricolum, chemical probing,
MCS4 RNA, RNA secondary structure,
Bmnll stable RNA, Ushida, Sasamura,
Muto, 1202

myocardium, ischemia-reperfusion, ischemic
preconditioning, PKC inhibitor, protein
kinase C isoform, Yoshida, Kawamura,
Mizukami, Kitakaze, 506

—, calpain, calpastatin, ischemia, reper-
fusion, Sorimachi, Harada, Saido, Ono,
Kawashima, Yoshida, 743

myosin, electron paramagnetic resonance
spectroscopy, muscle, nucleotide analog,
vanadate, Wilson, Shull, Naber, Cooke,
563

myosin VI, actin-related proteins, coronin,
F-actin affinity chromatography, sea urchin
egg, Terasaki, Ohnuma, Mabuchi, 226

N

Na+/H+-exchanger, basolateral membrane,
bovine kidney cortex, brush-border mem-
brane, ethylisopropylamiloride, Yoshioka,
Suzuki, Kawakita, 641

nanomolar quantification, HPLC-flow reac-
tor, nitrosothiols, nitrosoglutathione for-
mation, Akaike, Inoue, Okamoto, Nishino,
Otagiri, Fujii, Maeda, 459

neural cell adhesion molecule, neuroblastoma
cells, polysialic acid, polysialic acid syn-
thase, sialyltransferase, Kojima, Tachida,
Tsuji, 1265

neuregulin, EGF, ErbB, NTAK, PC-12,

Higashiyama, Horikawa, Yamada, Ichino,
Nakano, Nakagawa, Miyagawa, Matsu-
shita, Nagatsu, Taniguchi, Ishiguro, 675

neurite outgrowth, astrocyte, cerebral cortex,
extracellular matrix, tenascdn-C, Waka-
tsuki, Ho, Arioka, Yamasaki, Kitamoto,
1146

neuroblastoma cells, neural cell adhesion
molecule, polysialic acid, polysialic acid
synthase, sialyltransf erase, Kojima, Tachi-
da, Tsuji, 1265

neutrophil, chemotaxis, inflammation, mid-
kine, synovitis, Takada, Toriyama, Mura-
matsu, Song, Torii, Muramatsu, 453

—, inhibition, nitroao-compounds, respira-
tory burst, Nakata, Nasuda-Kouyama,
Isogai, Kanegasaki, Iizuka, 188

new gene subfamily, aryl sulfotransferase,
molecular cloning, recombinant form, thy-
roid hormone, Fujita, Nagata, Ozawa,
Sasano, Yamazoe, 1052

NGF, HSP70, PC12 cells, stress response,
Hatayama, Takahashi, Yamagishi, 904

nitric oxide, acousto-optic tunable filter,
macrophage, microspectrophotometry, red
blood cells, Tsujita, Shiraishi, Kakinuma,
264

—, ascorbic acid, cysteine, glutathione, S-
nitrosothiol, Kashiba-Iwatsuki, Kitoh,
Kasahara, Yu, Nisikawa, Matsuo, Inoue,
1208

nitroso-compounds, inhibition, neutrophils,
respiratory burst, Nakata, Nasuda-Kou-
yama, Isogai, Kanegasaki, Iizuka, 188

—, fluorescence quenching, inhibition, por-
cine neutrophils, respiratory burst, Nasu-
da-Kouyama, Nakata, Iizuka, Isogai, 550

nitrosoglutathione formation, HPLC-flow
reactor, nanomolar quantification, nitro-
sothiols, Akaike, Inoue, Okamoto, Nishino,
Otagiri, Fujii, Maeda, 459

nitrosothiols, HPLC-flow reactor, nanomolar
quantification, nitrosoglutathione forma-
tion, Akaike, Inoue, Okamoto, Nishino,
Otagiri, Fujii, Maeda, 459

S-nitrosothiol, ascorbic acid, cysteine, gluta-
thione, nitric oxide, Kashiba-Iwatsuki,
Kitoh, Kasahara, Yu, Nisikawa, Matsuo,
Inoue, 1208

iV-linked sugar chains, bovine mammary
gland, functional differentiation, 0-N-ace-
tylgalactosamine, Sato, Taka, Aoki,
Matsuda, Furukawa, 1068

NMR, G:A pair, hairpin, ribozyme, RNA,
Sakamoto, Kawai, Katahira, Kim, Ta-
naka, Kurihara, Kohno, Watanabe, Yoko-
yama, Watanabe, Uesugi, 566

—, chemical modification, depression of de-
amidation, isotope labeling, lysozyme, Abe,
Veda, Imoto, 1153

non-heme iron dioxygenase, catechol 2,3-di-
oxygenase, crystallization, metapyrocate-
chase, X-ray crystallography, Kita, Kita,
Inaka, Ishida, Horiike, Nozaki, Miki, 201

norspermidine, acrolein, 1,3-diaminopro-
pane, elimination and addition, polyamine
aminotransferase, Yorifuji, Kondo, Naka,
Ishihara, Shimizu, 544

novel fluorometric assay, CAAX-motif-spe-
cific protease, endoprotease, isoprenylated
protein, Ras, Nishii, Muramatsu, Kuchino,
Yokoyama, Takahashi, 402

NP, alkaline phosphatase, antibody engineer-
ing, fusion protein, single-chain Fv, Suzuki,
Ueda, Suzuki, Nagamune, 322

NTAK, EGF, ErbB, neuregulin, PC-12,
Higashiyama, Horikawa, Yamada, Ichino,
Nakano, Nakagawa, Miyagawa, Matsu-
shita, Nagatsu, Taniguchi, Ishiguro, 675

nuclear envelope, nuclear envelope precursor
vesicle, nuclear envelope reconstitution,
nuclear membrane, Xenopus egg extract,
Imai, Sasagawa, Yamamoto, Kikuchi,
Sekiya, Ichimura, Omata, Horigome, 1024

nuclear envelope precursor vesicle, nuclear
envelope, nuclear envelope reconstitution,
nuclear membrane, Xenopus egg extract,
Imai, Sasagawa, Yamamoto, Kikuchi,
Sekiya, Ichimura, Omata, Hongome, 1024

nuclear envelope reconstitution, nuclear en-
velope, nuclear envelope precursor vesicle,
nuclear membrane, Xenopus egg extract,
Imai, Sasagawa, Yamamoto, Kikuchi,
Sekiya, Ichimura, Omata, Horigome, 1024

nuclear factor 1, exon/intron, gene cloning,
genomic structure, promoter, Xu, Osada,
Imagawa, Nishihara, 795

nuclear magnetic resonance, antibody-anti-
gen interactions, murine antibody, para-
quat (l,l'-dimethyl-4,4'-bipyridinium di-
chloride), pH dependence, single chain
antibody, site-directed mutagenesis,
Bowles, Mulhern, Gordon, Inglis, Sharpe,
Cogill, Pond, 101

nuclear membrane, CaM-kinase II, <rKAP,
signal sequence, skeletal muscle, Takeuchi,
Fujisawa, 494

—, nuclear envelope, nuclear envelope pre-
cursor vesicle, nuclear envelope reconstitu-
tion, Xenopus egg extract, Imai, Sasa-
gawa, Yamamoto, Kikuchi, Sekiya, Ichi-
mura, Omata, Horigome, 1024

nucleophilic substitution, ab initio molecular
orbital calculation, acyl phosphate bond,
hydroxylamine, (Na+,K+)-ATPase, Ushi-
maru, Shinohara, Fukushima, 666

nucleotide analog, electron paramagnetic
resonance spectroscopy, muscle, myosin,
vanadate, Wilson, Shull, Naber, Cooke,
563

nucleotide inhibition, complex aggregates,
heterologous components, phosphoribosyl-
pyrophosphate synthetase, phosphoribo-
sylpyrophosphate synthetase-associated
proteins, Sonoda, Kita, Ishijima, hhizuka,
Ahmad, Tatibana, 635

nucleotide sequence, a/p hydrolase fold
family, crystallization, prolyl aminopep-
tidase, Serratia marcescens, Kabashima,
Kitazono, Kitano, Ito, Yoshimoto, 601

nucleotide-sugar transporter, Golgi appara-
tus, immunofluore8cence microscopy, pep-
tide antibody, UDP-galactose transporter,
Yoshioka, Sun-Wada, Ishida, Kawakita,
691

O

oleosin isoform, amphipathic a -helix, seed oil
body, sesame, Chen, Lin, Huang, Tzen, 819

oligosaccharide, cytosol, endo-/J-iV-acetyl-
glucosaminidase, hen oviduct, Koto, Hata-
naka, Mega, Hose, 1167

—, cobalt ion, cytosol, hen oviduct, ar-manno-
sidase, Yamashiro, Itoh, Yamagishi,
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Natsuka, Mega, Hose, 1174
oocyte maturation, in vivo, protease, prote-

asorae, starfish, Chiba, Sato, Hoshi, 286
L-ornithine decarboxylase, y-aminobutyric

acid, L-omithine oxidation, pyridoxal 5'-
phosphate, side reaction, Sakai, Miyasako,
Nagatomo, Watanabe, Wakayama, Mori-
guchi, 961

L-ornithine oxidation, y-aminobutyric acid,
L-ornithine decarboxylase, pyridoxal 5'-
phosphate, side reaction, Sakai, Miyasako,
Nagatomo, Watanabe, Wakayama, Mori-
guchi, 961

OS-9 gene, human sarcomas, gene structure,
5' upstream region, transcription start
sites, Kimura, Nakazawa, Tsuchiya, Asa-
kawa, Shimizu, Yamada, 1190

osmotic response, cell volume, hypertonic
stress, intracellular pH, proton secretion,
Oyama, Kubota, 64

osteopenia, bone, collagen, modification,
BOtge, Winter, Notbohm, Acil, Brinck-
mann, MtlUer, 109

ovalbumin, disulfide rearrangement, folding
intermediate, protein folding, refolding,
Onda, Tatsumi, Takahashi, Hirose, 83

—, molten globule state, protein conforma-
tion, protein fragmentation, serpin super-
family, Tatsumi, Hirose, 300

/^-oxidation, bile acid, bile acid intermedi-
ates, D-bifunctional protein, peroxisomal
disorder, Une, Konishi, Suzuki, Akaboshi,
Yoshii, Kuramoto, Fujimura, 665

P450, gene structure, processed pseudogene,
sterol 14-demethylase, transcription-initi-
ation site, Noshiro, Aoyama, Kawamoto,
Gotoh, Horiuchi, Yoshida, 1114

—, molecular evolution, phylogenetic tree,
processed pseudogene, sterol 14-demethyl-
ase, Yoshida, Noshiro, Aoyama, Kawa-
moto, Horiuchi, Gotoh, 1122

P5abc, A-rich bulge, in vivo selection, ribo-
zyme, Tetrahymena, Ikawa, Okada, Ima-
hori, Shiraishi, Inoue, 878

PACE4, alternative splicing, isoform, kexin,
SPC4, Tsuji, Him, Tamai, Yonemoto,
Mori, Yoshida, Bando, Sakai, Mori, Aka-
matsu, Matsuda, 438

paraquat (l,l'-dimethyl-4,4'-bipyridinium
dichloride), antibody-antigen interactions,
murine antibody, nuclear magnetic reso-
nance, pH dependence, single chain anti-
body, site-directed mutagenesis, Bowles,
Mulhern, Gordon, Inglis, Sharpe, Cogill,
Pond, 101

paroxysmal nocturnal hemoglobinuria, bio-
synthesis, endoplasmic reticulum, GPI
anchor, posttranslational modification,
Kinoshita, Ohishi, Takeda, 251

PAS domain, bHLH domain, carcinogenesis,
transcription factor, xenobiotics, Sogawa,
Fujii-Kuriyama, 1075

pBR322, CT-motif, regulation of gene
expression, Sl-sensitive sites, superhelical
density, Yamazaki, Hasebe, Shouguchi,
Amano, Kajiwara, Shishido, 696

PC-12, EGF, ErbB, neuregulin, NTAK,
Higashiyama, Horikawa, Yamada, Ichino,

Nakano, Nakagawa, Miyagawa, Matsu-
shita, Nagatsu, Taniguchi, hhiguro, 675

PC12 cells, MAP kinase, protein kinase,
protein phosphorylation, Kameshita, Ishi-
da, Fujisawa, 168

—, HSP70, NGF, stress response, Hatayama,
Takahashi, Yamagishi, 904

PCNA, Bombyx, DNA replication, promoter
region, transcriptional regulation, Taka-
hashi, Yamaguchi, Hirose, Kobayashi,
Miyajima, Matsukage, 1215

pepsin, cathepsin D, chymosin, dansyl-pep-
statin, determination of carboxyl prote-
ases, Yonezawa, Uchikoba, Kaneda, 294

peptide antibiotic, Bacillus brevis, gramicidin
S, gramicidin S synthetase, peptide syn-
thetase, Hori, Kurotsu, 606

peptide antibody, Golgi apparatus, immuno-
fluorescence microscopy, nucleotide-sugar
transporter, UDP-galactose transporter,
Yoshioka, Sun-Wada, Ishida, Kawakita,
691

—, catalytic domain, H+-pyrophosphatase,
proton pump, vacuole, Takasu, Nakanishi,
Yamauchi, Maeshima, 883

peptide mimic, megakaryocyte, phage dis-
play library, synthetic peptides, throm-
bopoietin, Kimura, Kaburaki, Miyamoto,
Katayama, Watanabe, 1046

peptide substrate, extension peptide, malate
dehydrogenase precursor, mitochondrial
processing peptidase, substrate recogni-
tion, Shimokata, Nishio, Song, Kitada,
Ogishima, Ito, 1019

peptide synthesis, cdc2 kinase, cdk 5, molecu-
lar dynamics and molecular mechanics
simulations, phosphorylation, Ando, Iku-
hara, Kamata, Sasaki, Hisanaga, Kishi-
moto, Ito, Inagaki, 409

peptide synthetase, Bacillus brevis, grami-
cidin S, gramicidin S synthetase, peptide
antibiotic, Hori, Kurotsu, 606

peptide-water interaction, protein stability,
cold denaturation, Graziano, Catanzano,
Riccio, Barone, 395

peroxisomal disorder, bile acid, bile acid
intermediates, D-bifunctional protein, /3-
oxidation, Une, Konishi, Suzuki, Akaboshi,
Yoshii, Kuramoto, Fujimura, 655

peroxisome, acetoacetyl-CoA thiolase, Can-
dida tropicalis, cytosol, isozyme, Kana-
yama, Himeda, Atomi, Ueda, Tanaka, 616

phage display library, megakaryocyte, pep-
tide mimic, synthetic peptides, thrombo-
poietin, Kimura, Kaburaki, Miyamoto,
Katayama, Watanabe, 1046

phage library, epidermal growth factor,
epidermal growth factor receptor, Tang,
Daliaire, Hoyt, Sykes, O'Connor-McCourt,
Malcolm, 686

pH dependence, antibody-antigen interac-
tions, murine antibody, nuclear magnetic
resonance, paraquat (l,l'-dimethyl-4,4'-
bipyridinium dichloride), single chain anti-
body, site-directed mutagenesis, Bowles,
Mulhern, Gordon, Inglis, Sharpe, Cogill,
Pond, 101

phosphatidylethanolamine, glyceraldehyde-
3-phosphate dehydrogenase, membrane
fusion, phosphatidylserine, surface plas-
mon resonance, Kaneda, Takeuchi, Inoue,
Umeda, 1233

phosphatidylserine, glyceraldehyde-3-phos-
phate dehydrogenase, membrane fusion,
phosphatidylethanolamine, surface plas-
mon resonance, Kaneda, Takeuchi, Inoue,
Umeda, 1233

phosphoenolpyruvate carboxylase, extreme
thermophile, extrinsic thermostabilization
factor, Rhodothermus obamensis, thermo-
stability, Takai, Sako, Uchida, Ishida, 32

phospholipase Ai, 2-acyl LPC, bonito muscle,
fatty acid remodeling, transacylase, Hira-
no, Tanaka, Yoshizumi, Tanaka, Satouchi,
1160

phospholipase A,, arachidonoyl phos-
phatidylcholine, site-directed mutagenesis,
snake venom, Ogawa, Shimohigashi,
Ohno, 955

—, arachidonic acid, mitogen-activated pro-
tein kinase, platelet, sphingosine, Hashi-
zume, Nakao, Kageura, Sato, 1034

phosphoribosylpyrophosphate synthetase,
complex aggregates, heterologous compo-
nents, nucleotide inhibition, phosphoribo-
sylpyrophosphate synthetase-associated
proteins, Sonoda, Kita, Ishijima, Ishizuka,
Ahmad, Tatibana, 635

phosphoribosylpyrophosphate synthetase-
associated proteins, complex aggregates,
heterologous components, nucleotide inhi-
bition, phosphoribosylpyrophosphate syn-
thetase, Sonoda, Kita, Ishijima, Ishizuka,
Ahmad, Tatibana, 635

phosphorylation, bifunctional enzyme,
fructose-6-pho8phate,2-kinase/fructose-
2,6-bisphosphatase, human placenta, iso-
zyme, Sakakibara, Koto, Okamura, Naka-
gawa, Komada, Tominaga, Shimojo, Fuka-
sawa, 122

—, protein phosphatase 2A, rat brain, regu-
latory subunit 72-kDa <f/B", tissue and
subcellular distributions, Nagase, Mura-
kami, Nozaki, Inoue, Nishito, Tanabe,
Usui, Takeda, 178

—, cdc2 kinase, cdk 5, molecular dynamics
and molecular mechanics simulations, pep-
tide synthesis, Ando, Ikuhara, Kamata,
Sasaki, Hisanaga, Kishimoto, Ito, Inagaki,
409

—, calcium, photoreceptor, rhodopsin kinase,
S-modulin (recoverin), Sato, Kawamura,
1139

photoreceptor, calcium, phosphorylation,
rhodopsin kinase, S-modulin (recoverin),
Sato, Kawamura, 1139

photosystem n, Chlamydomonas remhardtii,
complementation, desaturation mutation,
heat stability, Sato, Fujiwara, Kawaguchi,
Tsuzuki, 1224

phylogenetic tree, molecular evolution, P450,
processed pseudogene, sterol 14-demethyl-
ase, Yoshida, Noshiro, Aoyama, Kawa-
moto, Horiuchi, Gotoh, 1122

PKC, B-cell, B-cell receptor, PP1, protein
phosphatase, Takizawa, Mizuno, Komatsu,
Matsuzawa, Kawamura, Inagaki, Inagaki,
Kikuchi, 730

PKC inhibitor, ischemia-reperfusion, is-
chemic preconditioning, myocardium, pro-
tein kinase C isoform, Yoshida, Kawa-
mura, Mizukami, Kitakaze, 506

plasminogen, cartilage, collagen, interleukin-
\a, matrix metalloproteinase, Saito,
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Katoh, Masumoto, Matsumoto, Masuho, 49
platelet, arachidonic acid, lipid peroxidation,

secretory phospholipase A2, Akiba, Naga-
tomo, Hayama, Sato, 859

—, arachidonic acid, mitogen-activated pro-
tein kinase, phospholipase A,, sphingosine,
Hashizume, Nakao, Kageura, Sato, 1034

polyamine aminotransf erase, Arthrobacter,
1,3-diaminopropane, pyruvate, sperm-
idine, Yorifuji, hhihara, Naka, Kondo,
Shimizu, 537

—, acrolein, 1,3-diaminopropane, elimina-
tion and addition, norspermidine, Yorifuji,
Kondo, Naka, hhihara, Shimizu, 544

polysialic acid, neural cell adhesion molecule,
neuroblastoma cells, polysialic acid syn-
thase, sialyltransferase, Kojima, Tachida,
Tsuji, 1265

, polysialic acid synthase, neural cell adhesion
molecule, neuroblastoma cells, polysialic
acid, sialyltransferase, Kojima, Tachida,
Tsuji, 1265

porcine neutrophils, fluorescence quenching,
inhibition, nitroso-compounds, respiratory
burst, Nasuda-Kouyama, Nakata, Iizuka,
Isogai, 550

posttranslational modification, biosynthesis,
endopUismic reticulum, GPI anchor, parox-
ysmal nocturnal hemoglobinuria, Kino-
shita, Ohishi, Takeda, 251

—, 14-nm filament protein, citrate synthase,
multifunctional protein, Tetrahymena,
Kojima, Watanabe, Numata, 998

PPl, aggregation, B cell, morphology, protein
phosphatase, Takizawa, Komatsu, Mizuno,
Kawamura, Ito, Nakano, Kikuchi, 723

—, B-cell, B-cell receptor, PKC, protein
phosphatase, Takizawa, Mizuno, Komatsu,
Matsuzawa, Kawamura, Inagaki, Inagaki,
Kikuchi, 730

pravastatin, characterization, decarboxylase,
mevalonate pyrophosphate, purification,
Michihara, Sawamura, Nara, Ikeda, Ya-
mori, 647

processed pseudogene, gene structure, P450,
sterol 14-demethylase, transcription -
initiation site, Noshiro, Aoyama, Kawa-
moto, Gotoh, Horiuchi, Yoshida, 1114

—, molecular evolution, P450, phylogenetic
tree, sterol 14-demethylase, Yoshida,
Noshiro, Aoyama, Kawamoto, Horiuchi,
Gotoh, 1122

prolyl aminopeptidase, alp hydrolase fold
family, crystallization, nucleotide se-
quence, Serratia marcescens, Kabashima,
Kitazono, Kitano, Ito, Yoshimoto, 601

promoter, exon/intron, gene cloning, genomic
structure, nuclear factor 1, Xu, Osada,
Imagawa, Nishihara, 795

promoter clearance, general transcription
factors, RNA polymerase n, TFIIE, TFIIH,
Ohkuma, 481

promoter function, cDNA, gene organization,
heparan sulfate proteoglycan, ryudocan,
Tsuzuki, Kojima, Katsumi, Yamazaki,
Sugiura, Saito, 17

promoter region, Bombyx, DNA replication,
PCNA, transcriptional regulation, Taka-
hashi, Yamaguchi, Hirose, Kobayashi,
Miyajima, Matsukage, 1215

prostaglandin E,, cytosolic phospholipase A,,
high glucose level, mesangial cells, mito-
gen-activated protein kinase, Hayama,
Akiba, Fukuzumi, Sato, 1196

protease, in vivo, oocyte maturation, prote-
asome, starfish, Chiba, Sato, Hoshi, 286

protease inhibitor, hepatitis C virus, serine
proteinase, substrate specificity, synthetic
pep tide, Kakiuchi, Komoda, Hijikata,
Shimotohno, 749

proteasome, in vivo, oocyte maturation,
protease, starfish, Chiba, Sato, Hoshi, 286

protein conformation, molten globule state,
ovalbumin, protein fragmentation, serpin
superfamily, Tatsumi, Hirose, 300

protein dynamics, aromatic amino acid
aminotransf erase, aspartate aminotrans-
ferase, hydrophobic interaction, Bubstrate
specificity, Kawaguchi, Nobe, Yasuoka,
Wakamiya, Kusumoto, Kuramitsu, 55

protein folding, disulfide rearrangement,
folding intermediate, ovalbumin, refold-
ing, Onda, Tatsumi, Takahashi, Hirose, 83

protein fragmentation, molten globule state,
ovalbumin, protein conformation, serpin
superfamily, Tatsumi, Hirose, 300

protein kinase, MAP kinase, PC12 cells,
protein phosphorylation, Kameshita, Ishi-
da, Fujisawa, 168

protein kinase C isoform, ischemia-reper-
fusion, ischemic preconditioning, myocar-
dium, PKC inhibitor, Yoshida, Kawamura,
Mizukami, Kitakaze, 506

protein-lipid interaction, 8-anilinonaphthal-
ene-1-sulfonic acid, ATPase, hydrogen
exchange, SecA, Song, Kim, 1010

protein phosphatase, aggregation, B cell,
morphology, PPl, Takizawa, Komatsu,
Mizuno, Kawamura, Ito, Nakano, Kikuchi,
723

—, B-cell, B-cell receptor, PKC, PPl, Taki-
zawa, Mizuno, Komatsu, Matsuzawa,
Kawamura, Inagaki, Inagaki, Kikuchi, 730

protein phosphatase 2A, phosphorylation, rat
brain, regulatory subunit 72-kDa <J/B",
tissue and subcellular distributions,
Nagase, Murakami, Nozaki, Inoue, Nishito,
Tanabe, Usui, Takeda, 178

protein phosphorylation, MAP kinase, PC 12
cells, protein kinase, Kameshita, Ishida,
Fujisawa, 168

—, Ca2+/calmodulin-dependent protein ki-
nase, CaM-kinase IV, CaM-kinase kinase,
regulation of enzyme activity, Okuno,
Kitani, Fujisawa, 897

protein sequencing, 5-aminoimidazole-4-car-
boxamide ribonucleotide transformylase,
cDNA cloning, purine biosynthetic enzyme,
site-directed mutagenesis, Sugita, Aya,
Ueno, Ishizuka, Kawashima, 309

protein stability, cold denaturation, peptide-
water interaction, Graziano, Catanzano,
Riccio, Barone, 395

—, hen lysozyme, hydrogen bond, hydro-
phobicity, X-ray crystallography, Ohmura,
Ueda, Motoshima, Tamura, Imoto, 512

protein structure, alternative splicing, circu-
lar dichroism, c-Myc, sedimentation equi-
librium, Horiuchi, Kurihara, Katahira,
Maeda, Saito, Uesugi, 711

protein sulfhydryl group, carbonic anhydrase,
erythrocyte, 4-hydroxy-2-nonenal, Uchi-

da, Hasui, Osawa, 1246
protein thermostability, crystal structure,

3-isopropylmalate dehydrogenase, struc-
tural redundancy, X-ray analysis, Tsuchi-
ya, Sekiguchi, Takenaka, 1092

proteoglycan synthesis, chondroitin sulfate/
dermatan sulfate, co-culture, corneal cells,
keratan sulfate, Nakazawa, Takahashi,
Ohno, Sato, 851

proteolytic cleavage sites, band 3 protein,
category for transmembrane segments,
classification of transmembrane peptide
portions, fidelity of hydropathy prediction,
Hamasaki, Okubo, Kuma, Kang, Yae, 577

prothrombin activator, calcium, prothrombin
time, venom metalloprotease, warfarin,
Yamada, Morita, 991

prothrombin time, calcium, prothrombin
activator, venom metalloprotease, warfa-
rin, Yamada, Morita, 991

proton pump, cytochrome bo, redox metal
center, site-directed mutagenesis, terminal
oxidaBe, Kawasaki, Mogi, Anraku, 422

—, catalytic domain, H+-pyrophosphatase,
peptide antibody, vacuole, Takasu, Naka-
nishi, Yamauchi, Maeshima, 883

proton secretion, cell volume, hypertonic
stress, intracellular pH, osmotic response,
Oyama, Kubota, 64

proton translocation, Bacillus brevis, cyto-
chrome c oxidase, electron transfer chain,
quinol oxidase, Yaginuma, Tsukita, Saka-
moto, Sone, 969

purification, characterization, decarboxylase,
mevalonate pyrophosphate, pravastatin,
Michihara, Sawamura, Nara, Ikeda, Ya-
mori, 647

—, alanyl aminopeptidase, characterization,
immunohistochemistry, seminal plasma,
Huang, Takahara, Kinouchi, Takeyama,
Ishida, Ueyama, Nishi, Ohkubo, 779

—, chorion hardening, egg envelope, rainbow
trout, transglutaminase, Ha, Iuchi, 947

purine biosynthetic enzyme, 5-aminoimida-
zole-4-carboxamide ribonucleotide trans-
formylase, cDNA cloning, protein sequenc-
ing, site-directed mutagenesis, Sugita,
Aya, Ueno, Ishizuka, Kawashima, 309

pyridoxal5'-phosphate, y-aminobutyric acid,
L-omithine decarboxylase, L-omithine oxi-
dation, side reaction, Sakai, Miyasako,
Nagatomo, Watanabe, Wakayama, Mori-
guchi, 961

Pyrococcus furiosus, amino acid sequence,
hyperthermostable enzyme, ionspray mass
spectrometry, methionine aminopeptidase,
Tsunasawa, Izu, Miyagi, Koto, 843

H+-pyrophosphatase, catalytic domain, pep-
tide antibody, proton pump, vacuole,
Takasu, Nakanishi, Yamauchi, Maeshima,
883

pyruvate, Arthrobacter, 1,3-diaminopropane,
polyaraine aminotransf erase, spermidine,
Yorifuji, Ishihara, Naka, Kondo, Shimizu,
537

Q
quinol oxidase, Bacillus brevis, cytochrome c

oxidase, electron transfer chain, proton
translocation, Yaginuma, Tsukita, Saka-
moto, Sone, 969
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R

Ra, guanine nucleotide exchange, RCCl,
Azuma, Hachiya, Nishimoto, 1133

rainbow trout, chorion hardening, egg enve-
lope, purification, transglutaminase, Ha,
Iuchi, 947

rapid quenching, conformation change,
fluorescence change, H+,K+-ATPase,
stopped flow, Eguchi, Kayo, Shimada,
Ootomo, Nomoto, Kikuchi, Usida, Tanigu-
chi, 659

Ras, CAAX-motif-specific protease, endopro-
tease, isoprenylated protein, novel fluoro-
metric assay, Nishii, Muramatsu, Kuchino,
Yokoyama, Takahashi, 402

rat brain, phosphorylation, protein phos-
phatase 2A, regulatory subunit 72-kDa 6/
B", tissue and subcellular distributions,
Nagase, Murakami, Nozaki, Inoue, Niahito,
Tonabe, Usui, Takeda, 178

RCCl, guanine nucleotide exchange, Ra,
Azuma, Hachiya, Nishimoto, 1133

reactive oxygen species, glutathione, Bnake
venom, superoxide dismutase, vascular
endothelial cells, Suzuki, Nakamura,
Hatanaka, Kayanoki, Tatsumi, Taniguchi,
1260

reactive site, metalloproteinase, resynthesis,
SMPI, temporary inhibition, Seeram,
Hiraga, Oda, 788

receptor, cell growth, inhibitor, second mes-
senger, synthetic peptide, Homma, Yama-
saki, Ohmi, Homma, 738

recombinant, <*-amylase inhibitor, hairpin
structure, synthetic gene, wheat kernel,
Okuda, Satoh, Sakurai, Shibuya, Kaji,
Samejima, 918

recombinant form, aryl sulfotransferase,
molecular cloning, new gene subfamily,
thyroid hormone, Fujita, Nagata, Ozawa,
Sasano, Yamazoe, 1052

recombinant vaccinia virus, complement
activation, human hepatoma cell lines,
liver MBP, serum MBP, Ma, Shida,
Kawasaki, 810

red blood cells, acousto-optic tunable filter,
macrophage, microspectrophotometry,
nitric oxide, Tsujita, Shiraishi, Kakinuma,
264

redox metal center, cytochrome bo, proton
pump, site-directed mutagenesis, terminal
oxidase, Kawasaki, Magi, Anraku, 422

refolding, disulfide rearrangement, folding
intermediate, ovalbumin, protein folding,
Onda, Tatsumi, Takahashi, Hirose, 83

regulation of enzyme activity, Ca1+/calmodu-
lin-dependent protein kinase, CaM-kinase
FV, CaM-kinase kinase, protein phosphor-
ylation, Okuno, Kitani, Fujisawa, 897

regulation of gene expression, CT-motif,
pBR322, Sl-sensitive sites, superhelical
density, Yamazaki, Hasebe, Shouguchi,
Amano, Kqjiwara, Shishido, 696

regulatory subunit 72-kDa d/B", phosphor-
ylation, protein phosphatase 2A, rat brain,
tissue and subcellular distributions,
Nagase, Murakami, Nozaki, Inoue, Nishito,
Tanabe, Usui, Takeda, 178

reperfusion, calpain, cal pasta tin, ischemia,
myocardium, Sorimachi, Harada, Saido,
Ono, Kawashima, Yoshida, 743

respiratory burst, inhibition, neutrophils,
nitroso-compounds, Nakata, Nasuda-Kou-
yama, Isogai, Kanegasaki, Iizuka, 188

—, fluorescence quenching, inhibition, nitro-
so-compounds, porcine neutrophils, Nasu-
da-Kouyama, Nakata, Iizuka, Isogai, 550

resynthesis, metalloproteinase, reactive site,
SMPI, temporary inhibition, Seeram,
Hiraga, Oda, 788

retention signal, active site, cysteine pro-
tease, endoplasmic reticulum, site-directed
mutagenesis, Urade, Oda, Ito, Moriyama,
Utsumi, Kito, 834

rhodopsin kinase, calcium, phosphorylation,
photoreceptor, S-modulin (recoverin),
Sato, Kawamura, 1139

Rhodothermus obamensis, extreme thermo-
phile, extrinsic thermostabilization factor,
phosphoenolpyruvate carboxylase, thermo-
stability, Takai, Sako, Uchida, Ishida, 32

ribozyme, arabis mosaic virus, hairpin rib-
ozyme, RNA enzyme, satellite RNA, Hisa-
matsu, Morikawa, Tomita, Tanaka, Sono-
ki, Kikuchi, 352

—, G:A pair, hairpin, NMK, RNA, Sakamoto,
Kawai, Katahira, Kim, Tanaka, Kurihara,
Kohno, Watanabe, Yokoyama, Watanabe,
Uesugi, 556

—, A-rich bulge, in vivo selection, P5abc,
Tetrahymena, Ikawa, Okada, Imahori,
Shiraishi, Inoue, 878

RNA, G:A pair, hairpin, NMR, ribozyme,
Sakamoto, Kawai, Katahira, Kim, Ta-
naka, Kurihara, Kohno, Watanabe, Yoko-
yama, Watanabe, Uesugi, 556

—, CD, lead ribozyme, metal binding, RNA
cleavage, Kim, Katahira, Sugiyama,
Uesugi, 1062

RNA cleavage, CD, lead ribozyme, metal
binding, RNA, Kim, Katahira, Sugiyama,
Uesugi, 1062

RNA enzyme, arabis mosaic virus, hairpin
ribozyme, ribozyme, satellite RNA, Hisa-
matsu, Morikawa, Tomita, Tanaka, Sono-
ki, Kikuchi, 352

RNA hydrolysis, lanthanide ion, luteti-
um(lll) ion, metal hydroxo-cluster, ytter-
bium(m) ion, Matsumura, Komiyama, 387

RNA polymerase, cross-linking, influenza
virus, substrate binding, Asano, Ishihama,
627

RNA polymerase II, general transcription
factors, promoter clearance, TFHE, TFHH,
Ohkuma, 481

RNA secondary structure, chemical probing,
MCS4 RNA, Mycoplasma capricolum,
small stable RNA, Ushida, Sasamura,
Muto, 1202

ryudocan, cDNA, gene organization, heparan
sulfate proteoglycan, promoter function,
Tsuzuki, Kojima, Katsumi, Yamazaki,
Sugiura, Saito, 17

Sl-sensitive sites, CT-motif, pBR322, regu-
lation of gene expression, superhelical
density, Yamazaki, Hasebe, Shouguchi,
Amano, Kajiwara, Shishido, 696

salt-activation, electrostatic interaction,
halophilicity, metalloproteinase, thermo-
lysin, Inouye, Lee, Nambu, Tonomura, 358

sarcoplasmic reticulum, CoI+ release, skeletal

muscle, triphenyltin, Kong, Chen, Cheng,
173

satellite RNA, arabis mosaic virus, hairpin
ribozyme, ribozyme, RNA enzyme, Hisa-
matsu, Morikawa, Tomita, Tanaka, Sono-
ki, Kikuchi, 352

sea urchin egg, actin-related proteins, coro-
nin, F-actin affinity chromatography, my-
osin VT, Terasaki, Ohnuma, Mabuchi, 226

SecA, 8-anilinonaphthalene-l-sulfonic acid,
ATPase, hydrogen exchange, protein-lipid
interaction, Song, Kim, 1010

second messenger, cell growth, inhibitor,
receptor, synthetic peptide, Homma,
Yamasaki, Ohmi, Homma, 738

secretory phospholipase Aj, arachidonic acid,
lipid peroxidation, platelet, Akiba, Naga-
tomo, Hayama, Sato, 859

secretory protein, cDNA cloning, TGF-/J
superfamily, Yokoyama-Kobayashi, Saeki,
Sekine, Koto, 622

sedimentation equilibrium, alternative splic-
ing, circular dichroism, c-Myc, protein
structure, Horiuchi, Kurihara, Katahira,
Maeda, Saito, Uesugi, 711

seed oil body, amphipathic a--helix, oleosin
isoform, sesame, Chen, Lin, Huang, Tzen,
819

seminal plasma, alanyl aminopeptidase, char-
acterization, immunohistochemistry, puri-
fication, Huang, Takahara, Kinouchi,
Takeyama, Ishida, Ueyama, Nishi, Oh-
kubo, 779

serine protease, chromosome 10q25-q26,
gene structure, hyaluronan-binding pro-
tein, hepatocyte growth factor activator,
Sumiya, Asakawa, Tobe, Hashimoto, Sagu-
chi, Choi-Miura, Shimizu, Minoshima,
Shimizu, Tomita, 983

serine proteinase, hepatitis C virus, protease
inhibitor, substrate specificity, synthetic
peptide, Kakiuchi, Komoda, Hijikata,
Shimotohno, 749

serine transporter, Escherichia coli, gene
cloning, tdcC, transport mutant, Ogawa,
Kayahara, Tsuda, Mizushima, Tsuchiya,
1241

serpin superfamily, molten globule state,
ovalbumin, protein conformation, protein
fragmentation, Tatsumi, Hirose, 300

Serratia marcescens, a/fl hydrolase fold
family, crystallization, nucleotide se-
quence, prolyl aminopeptidase, Kaba-
shima, Kitazono, Kitano, Ito, Yoshimoto,
601

serum albumin, binding system, catechol
2,3-dioxygenase, frontal gel chromatog-
raphy, ligand, Honjo, Ishida, Horiike, 258

serum MBP, complement activation, human
hepatoma cell lines, liver MBP, recom-
binant vaccinia virus, Ma, Shida, Kawa-
saki, 810

sesame, amphipathic tr-helix, oleosin iso-
form, seed oil body, Chen, Lin, Huang,
Tzen, 819

SH2 domain association, cDNA cloning, insu-
lin receptor, splice variants, yeast two-
hybrid system, Riedei, Wang, Hansen,
Yousaf, 1105

sialyltransferase, neural cell adhesion mole-
cule, neuroblastoma cells, polysialic acid,
polysialic acid synthase, Kojima, Tachida,
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Tsuji, 1265

side reaction, y-aminobutyric acid, L-orni-
thine decarboxylase, L-omithine oxidation,
pyridoxal 5'-phosphate, Sakai, Miyasako,
Nagatomo, Watanabe, Wakayama, Mori-
guchi, 961

sigma factor, a -helix, structural stability,
transcription activity, temperature sensi-
tivity, Liao, Wen, Wang, Tsai, Doi,
Chang, 911

signal sequence, CaM-kinase n, arKAP, nu-
clear membrane, skeletal muscle, Take-
uchi, Fujisawa, 494

single chain antibody, antibody-antigen
interactions, murine antibody, nuclear
magnetic resonance, paraquat (1 ,1-
dimethyl-4,4'-bipyridinium dichloride),
pH dependence, site-directed mutagenesis,
Bowles, Mulhern, Gordon, Inglis, Sharpe,
Cogill, Pond, 101

single-chain Fv, alkaline phosphatase, anti-
body engineering, fusion protein, NP,
Suzuki, Ueda, Suzuki, Nagamune, 322

single copy vector, cytochrome bo, deletion
analysis, minicell, terminal oxidase, Naka-
mura, Saiki, Mogi, Anraku, 415

site-directed mutagenesis, helix, lysozyme,
stability, X-ray crystallography, Moto-
shima, Ueda, Masumoto, Hashimoto, Chiji-
iwa, Imoto, 25

—, antibody-antigen interactions, murine
antibody, nuclear magnetic resonance,
paraquat (l,l'-dimethyl-4,4'-bipyridinium
dichloride), pH dependence, single chain
antibody, Bowles, Mulhern, Gordon, Inglis,
Sharpe, Cogill, Pond, 101

—, 5-aminoimidazole-4-carboxamideribonu-
cleotide transformylase, cDNA cloning,
protein sequencing, purine biosynthetic
enzyme, Sugita, Aya, Ueno, Ishizuka,
Kawashima, 309

—, cytochrome bo, proton pump, redox metal
center, terminal oxidase, Kawasaki, Mogi,
Anraku, 422

—, active site, cysteine protease, endoplasmic
reticulum, retention signal, Urade, Oda,
Ito, Moriyama, Utsumi, Kito, 834

—, arachidonoyl phosphatidylcholine, phos-
pholipase A2, snake venom, Ogawa, Shimo-
higashi, Ohno, 955

—, D-amino acid aminotransferase, carboxyl-
binding site for substrates, inhibition by
ff-ketoglutarate, Kishimoto, Yoshimura,
Soda, Esaki, 1182

site-specific RNA endonuclease activity, cap-
sid protein, cleavage site mapping, Leish-
mania RNA virus, substrate specificity,
MacBeth, Ro, Gehrke, Patterson, 193

skeletal muscle, ft-adrenoceptor, A-agonist,
glucose transport, insulin, Tanishita, Shi-
mizu, Minokoshi, Shimazu, 90

—, Ca*+ release, sarcoplasmic reticulum,
triphenyltin, Kong, Chen, Cheng, 173

—, CaM-kinase II, aKAP, nuclear mem-
brane, signal sequence, Takeuchi, Fuji-
sawa, 494

SM22ar gene, <r-actin, calponin, CArG box,
CpG, differentiation, DNA methylation,
smooth muscle, Yamamura, Masuda, Ike-
da, Tokuyama, Takagi, Shibata, Tatsuta,

Takahashi, 157
small stable RNA, chemical probing, MCS4

RNA, Mycoplasma capricolum, RNA sec-
ondary structure, Ushida, Sasamura,
Muto, 1202

small subunit, ADP-ribosylation, bacterial
toxins, soluble guanylate cyclase, Tomita,
Tsuyama, Imai, Kitagawa, 531

S-modulin (recoverin), calcium, phosphoryla-
tion, photoreceptor, rhodopain kinase,
Sato, Kawamura, 1139

smooth muscle, a-actin, calponin, CArG box,
CpG, differentiation, DNA methylation,
SM22ar gene, Yamamura, Masuda, Ikeda,
Tokuyama, Takagi Shibata, Tatsuta,
Takahashi, 157

—, dense body, dense plaque, filamin/ABP-
related protein, immunogold, Tachikawa,
Nakagawa, Terasaki, Mori, Ohashi, 314

SMPI, metalloproteinase, reactive site, re-
synthesis, temporary inhibition, Seeram,
Hiraga, Oda, 788

snake venom, arachidonoyl phosphatidylcho-
line, phospholipase A2, site-directed muta-
genesis, Ogawa, Shimohigashi, Ohno, 955

—, glutathione, reactive oxygen species,
superoxide dismutase, vascular endothelial
cells, Suzuki, Nakamura, Hatanaka, Kaya-
noki, Tatsumi, Taniguchi, 1260

snoRNA gene, amino acid sequence, evolu-
tionary divergence, genomic structure,
Taiwan cobra neurotoxin, Chang, Chou,
Lin, Wu, Lin, Hong, Sun, Hsiao, 1252

soluble guanylate cyclase, ADP-ribosylation,
bacterial toxins, small subunit, Tomita,
Tsuyama, Imai, Kitagawa, 531

SPC4, alternative splicing, isoform, kexin,
PACE4, Tsuji, Hine, Tamai, Yonemoto,
Mori, Yoshida, Bando, Sakai, Mori, Aka-
matsu, Matsuda, 438

spermidine, Arthrobacter, 1,3-diaminopro-
pane, polyamine aminotransf erase, pyru-
vate, Yorifuji, Ishihara, Naka, Kondo,
Shimizu, 537

sphingosine, arachidonic acid, mitogen-ac-
tivated protein kinase, phospholipase A,,
platelet, Hashizume, Nakao, Kageura,
Sato, 1034

—, apoptosis, ceramide, inflammation, meth-
ylsphingosines sphingolipid signaling path-
way, sphingosine 1-phosphate, Igarashi,
1080

sphingosine 1-phosphate, apoptosis, cer-
amide, inflammation, methylsphingosines
sphingolipid signaling pathway, sphingo-
sine, Igarashi, 1080

splice variants, cDNA cloning, insulin recep-
tor, SH2 domain association, yeast two-
hybrid system, Riedel, Wang, Hansen,
Yousaf, 1105

stability, helix, lysozyme, site-directed
mutagenesis, X-ray crystallography, Moto-
shima, Ueda, Masumoto, Hashimoto, Chiji-
iwa, Imoto, 25

Staphylococcus aureus, JV-acetylmuramoyl-
L-alanine amidase, Achromobacter lyiicus,
Achromopeptidase, a-lytic protease, Li,
Norioka, Sakiyama, 772

starfish, in vivo, oocyte maturation, protease,
proteasome, Chiba, Sato, Hoshi, 286

stereospecificity, active center, D-lactate de-
hydrogenase, Lactobacillus, Taguchi,

Ohta, Matsuzawa, 802
sterol 14-demethylase, gene structure, P450,

processed pseudogene, transcription-ini-
tiation site, Noshiro, Aoyama, Kawamoto,
Gotoh, Horiuchi, Yoshida, 1114

—, molecular evolution, P450, phylogenetic
tree, processed pseudogene, Yoshida,
Noshiro, Aoyama, Kawamoto, Horiuchi,
Gotoh, 1122

stopped flow, conformation change, fluores-
cence change, H+,K+-ATPase, rapid quen-
ching, Eguchi, Kaya, Shimada, Ootomo,
Nomoto, Kikuchi, Usida, Taniguchi, 659

stress-activated protein kinase, carp, cDNA
cloning, JNK, MAP kinase superfamily,
Hashimoto, Matsuo, Yokoyama, Toyohara,
Sakaguchi, 381

stress response, HSP70, NGF, PC12 cells,
Hatayama, Takahashi, Yamagishi, 904

stringency as to ATP-requirement, ATP-
binding domain, ATP replaceability, ATP-
requiring enzyme, ligase, Kinoshita, Nishi-
gaki, 205

structural redundancy, crystal structure,
3-isopropylmalate dehydrogenase, protein
thermostability, X-ray analysis, Tsuchiya,
Sekiguchi, Takenaka, 1092

structural stability, sigma factor, a -helix,
transcription activity, temperature sensi-
tivity, Liao, Wen, Wang, Tsai, Doi,
Chang, 911

structure, glycoprotein, macrophage colony-
stimulating factor, sugar chain, Ushida,
Natsuka, Shimokawa, Takatsu, Shima-
mura, Hose, 148

subcellular localization, acyl-CoA synthetase,
alternative translation initiation, brain,
fatty acid, Fujino, Kong, Minekura, Suzuki,
Yamamoto, 212

substrate binding, cross-linking, influenza
virus, RNA polymerase, Asano, Ishihama,
627

substrate recognition, extension peptide,
malflte dehydrogenase precursor, mito-
chondrial processing peptidase, peptide
substrate, Shimokata, Nishio, Song, Kita-
da, Ogishima, Ito, 1019

substrate specificity, aromatic amino acid
aminotransf erase, aspartate aminotrans-
ferase, hydrophobic interaction, protein
dynamics, Kawaguchi, Nobe, Yasuoka,
Wakamiya, Kusumoto, Kuramitsu, 55

—, capsid protein, cleavage site mapping,
Leishmania RNA virus, site-specific RNA
endonuclease activity, MacBeth, Ro, Gehr-
ke, Patterson, 193

—, Ca'Vcabnodulin, CaM-kinase I, CaM-
kinase IV, CaM-kinase kinase, Okuno,
KUani, Fujisawa, 337

—, hepatitis C virus, protease inhibitor,
serine proteinase, synthetic peptide, Kaki-
uchi, Komoda, Hijikata, Shimotohno, 749

sugar chain, glycoprotein, macrophage
colony-stimulating factor, structure,
Ushida, Natsuka, Shimokawa, Takatsu,
Shimamura, Hose, 148

superhelical density, CT-motif, pBR322,
regulation of gene expression, Sl-sensitive
sites, Yamazaki, Hasebe, Shouguchi, Ama-
no, Kajiwara, Shishido, 696

superoxide dismutase, glutathione, reactive
oxygen species, snake venom, vascular
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endothelial cells, Suzuki, Nakamura,
Hatanaka, Kayanoki, Tatsumi, Taniguchi,
1260

surface plasmon resonance, CD9 antigen,
Chinese hamster ovary cells, heparan-
sulfate proteoglycan, heparin-binding
EGF-like growth factor (HB-EGF), Sa-
kuma, Higashiyama, Hosoe, Hayashi,
Taniguchi, 474

—, DNA-binding protein, HMG proteins,
Yamamoto, Ando, Yoshioka, Saito, Ta-
nabe, Shirakawa, Yoshida, 586

—, glyceraldehyde-3-phosphate dehydrogen-
ase, membrane fusion, phosphatidyleth-
anolamine, phosphatidylserine, Kaneda,
Takeuchi, Inoue, Umeda, 1233

symbiosis, aphid, Buchnera, DnaJ, DnaK,
Sato, Ishikawa, 41

synovitis, chemotaxis, inflammation, mid-
kine, neutrophil, Takada, Toriyama,
Muramatsu, Song, Torii, Muramatsu, 453

synthetic gene, n-amylase inhibitor, hairpin
structure, recombinant, wheat kernel,
Okuda, Satoh, Sakurai, Shibuya, Kaji,
Samejima, 918

synthetic peptide, cell growth, inhibitor,
receptor, second messenger, Homma,
Yamasaki, Ohmi, Homma, 738

—, hepatitis C virus, protease inhibitor,
serine proteinase, substrate specificity,
Kakiuchi, Komoda, Hijikata, Shimotohno,
749

—, megakaryocyte, peptide mimic, phage
display library, thrombopoietin, Kimura,
Kaburaki, Miyamoto, Katayama, Wata-
nabe, 1046

Syrian hamster, cDNA, inter- a -trypsin in-
hibitor heavy chains, inter-a-trypsin in-
hibitor family, molecular evolution, Naka-
tani, Suzuki, Yamamoto, Sinohara, 71

Taiwan cobra neurotoxin, amino acid se-
quence, evolutionary divergence, genomic
structure, snoRNA gene, Chang, Chou, Lin,
Wu, Lin, Hong, Sun, Hsiao, 1252

tdcC, Escherichia coli, gene cloning, serine
transporter, transport mutant, Ogawa,
Kayahara, Tsuda, Mizushima, Tsuchiya,
1241

temperature-sensitive SV40 large T-antigen,
gastric epithelial cell, GSM06 cell line,
hyaluronan, immortalized cell line, Goso,
Nakano, Sugiyama, Tabuchi, Horiuchi,
Hotta, 96

temperature sensitivity, sigma factor, a-
helix, structural stability, transcription
activity, Liao, Wen, Wang, Tsai, Doi,
Chang, 911

temporary inhibition, metalloproteinase, re-
active site, resynthesis, SMPI, Seeram,
Hiraga, Oda, 788

tenascin-C, astrocyte, cerebral cortex, extra-
cellular matrix, neurite outgrowth, Waka-
tsuki, Ho, Arioka, Yamasaki, Kitamoto,
1146

terminal oxidase, cytochrome bo, deletion
analysis, minicell, single copy vector,
Nakamura, Saiki, Mogi, Anraku, 415

—, cytochrome bo, proton pump, redox metal

center, site-directed mutagenesis, Kawa-
saki, Mogi, Anraku, 422

—, chloride binding site, cytochrome bo,
electron transfer, heme-copper binuclear
center, Hirano, Mogi, Tsubaki, Hori, Orii,
Anraku, 430

tertiary structure, D-amino acid oxidase,
enzyme-substrate complex, flavoenzyme,
molecular mechanics, Miura, Setoyama,
Nishina, Shiga, Mizutani, Miyahara,
Hirotsu, 825

^-tetrahydrocannabinol, anandamide, 2-
arachidonoylglycerol, Ca1+ transient, can-
nabinoids, Sugiura, Kodaka, Kondo,
Nakane, Kondo, Waku, Ishima, Watanabe,
Yamamoto, 890

Tetrahymena, A-rich bulge, in vivo selection,
P5abc, ribozyme, Ikawa, Okada, Imahori,
Shiraishi, Inoue, 878

—, 14-nm filament protein, citrate synthase,
multifunctional protein, posttranslational
modification, Kojima, Watanabe, Numata,
998

TFHE, general transcription factors, pro-
moter clearance, RNA polyraerase II,
TFIIH, Ohkuma, 481

TFHH, general transcription factors, pro-
moter clearance, RNA polymerase n,
TFIIE, Ohkuma, 481

TGF-/? superfamily, cDNA cloning, secretory
protein, Yokoyama-Kobayashi, Saeki, Se-
kine, Koto, 622

thermolysin, electrostatic interaction, halo-
philicity, metalloproteinase, salt-activa-
tion, Inouye, Lee, Nambu, Tonomura, 358

thermophilic bacteria, Bacillus stearothermo-
philus,, ftoj-type cytochrome c oxidase,
603-type oxidase, cytochrome c-551, Saka-
moto, Hondo, Sone, 764

thermostability, extreme thermophile, ex-
trinsic thermostabilization factor, phos-
phoenolpyruvate carboxylase, Rhodother-
mus obamensis, Takai, Sako, Uchida,
Ishida, 32

thrombopoietin, megakaryocyte, peptide
mimic, phage display library, synthetic
peptides, Kimura, Kaburaki, Miyamoto,
Katayama, Watanabe, 1046

thyroid hormone, aryl sulfotransferase,
molecular cloning, new gene subfamily,
recombinant form, Fujita, Nagata, Ozawa,
Sasano, Yamazoe, 1052

tissue and subcellular distributions, phos-
phorylation, protein phosphatase 2A, rat
brain, regulatory subunit 72-kDa SfB",
Nagase, Murakami, Nozaki, Inoue, Nishito,
Tanabe, Usui, Takeda, 178

tra/is-acting factors, A-stretch site, cis-ele-
ments, GC-rich site, glyceraldehyde 3-
phosphate dehydrogenase, Aki, Yanagi-
sawa, Akanuma, 271
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