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Biochemistry General

Lysine 206 in Arabidopsis phytochrome A is the major site for
ubiquitin-dependent protein degradation

Kaewta Rattanapisit; Man-Ho Cho; Seong Hee Bhoo (Graduate
School of Biotechnology and Plant Metabolism Research Center,
Kyung Hee University, Yongin 17104, Korea)
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proteasome, ubiquitination
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Intracellular accumulation of indium ions released from
nanoparticles induces oxidative stress, proinflammatory re-
sponse and DNA damage

Yosuke Tabei; Akinari Sonoda; Yoshihiro Nakajima; Vasude-
vanpillai Biju; Yoji Makita; Yasukazu Yoshida; Masanori Horie
(Health Research Institute, National Institute of Advanced In-
dustrial Science and Technology, 2217-14 Hayashi-cho, Taka-
matsu, Kagawa 761-0395, Japan)
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Protein Interaction and Recognition
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Enzymology

Azide anions inhibit GH-18 endochitinase and GH-20 Exo
p-N-acetylglucosaminidase from the marine bacterium Vibrio
harveyi

Paknisa Sirimontree'; Tamo Fukamizo®; Wipa Suginta' ('Bio-
chemistry-Electrochemistry Research Unit, School of Biochem-
istry, Suranaree University of Technology, Nakhon Ratchasima,
Thailand; *Department of Advanced Biosciences, Kinki Univer-
sity, Nara, Japan)

Keywords: chitin turnover, family 20 N-acetylglucosaminidase,

family 18 chitinase, reversible inhibition, sodium azide
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Biochemistry in Diseases and Aging
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Physiological Chemistry

Ethrel-stimulated prolongation of latex flow in the rubber
tree (Hevea brasiliensis Muell. Arg.) : an Hev b 7-like protein
acts as a universal antagonist of rubber particle aggregating
factors from lutoids and C-serum

Min-Jing Shi"?; Fu-Ge Cai’*; Wei-Min Tian"? ('Institute of Rub-
ber Research, Chinese Academy of Tropical Agricultural Sci-
ences, Danzhou, 571737 Hainan, P. R. China; *Key Laboratory
of Biology and Genetic Resources of Rubber Tree, Ministry of
Agriculture, Danzhou, 571737 Hainan, P. R. China)
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iensis Muell. Arg., rubber particle aggregation
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Gene and Protein Engineering
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Protein Structure

Crystal structures and ligand binding of PurM proteins from
Thermus thermophilus and Geobacillus kaustophilus

Mayumi Kanagawa'; Seiki Baba"*; Yuzo Watanabe®; Noriko
Nakagawa' *; Akio Ebihara'; Seiki Kuramitsu®; Shigeyuki Yoko-
yama'; Gen-ichi Sampei"’; Gota Kawai'® ('"RIKEN SPring-8
Center, Harima Institute, 1-1-1 Kouto, Sayo, Sayo, Hyogo 679-
5148, Japan; *Structural Biology Group, SPring-8/JASRI, 1-1-1
Kouto, Sayo, Sayo, Hyogo 679-5198, Japan; *Department of
Life and Environmental Sciences, Faculty of Engineering, Chiba

Institute of Technology, 2-17-1 Tsudanuma, Narashino, Chiba
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275-0016, Japan; ‘Department of Biological Sciences, Graduate
School of Science, Osaka University, 1-1 Machikaneyama-cho,
Toyonaka, Osaka 560-0043, Japan; *Department of Engineer-
ing Science, Graduate School of Informatics and Engineering,
The University of Electro-Communications, 1-5-1 Chofugaoka,
Chofu, Tokyo 182-8585, Japan)
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thesis, reaction mechanism, X-ray crystallography
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Nucleic Acid and Peptide Biochemistry
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Biochemistry of Proteolysis
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DNA-Protein Interaction
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RNA Processing

Sequence and structure analysis of a mirror tRNA located
upstream of the cytochrome oxidase I mRNA in mouse mito-
chondria

Saya Okui'; Chisato Ushida®; Hidenori Kiyosawa®; Gota Kawai'
(]Department of Life and Environmental Sciences, Faculty of
Engineering, Chiba Institute of Technology, 2-17-1 Tsudanuna,
Narashino, Chiba 275-0016, Japan; *Department of Biochemis-
try and Biotechnology, Faculty of Agriculture and Life Science,
Hirosaki University, Aomori 036-8560, Japan; *Department of
Environmental Medicine, Kochi Medical School, Kochi Univer-
sity, Kochi 783-8505, Japan)

Keywords: mitochondria, NMR, sequencer, structure analysis,
tRNA
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Stress Proteins and Molecular Chaperones

GroEL of the nitrogen-fixing cyanobacterium Anabaena sp.
Strain L-31 exhibits GroES and ATP-independent refolding
activity

Akhilesh A. Potnis; Hema Rajaram; Shree K. Apte (Molecular
Biology Division, Bhabha Atomic Research Centre, Trombay,
Mumbai-400085, India)
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