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Paranagama, and Kita, 491

Murate, T. See Suzuki, Niimi,
Limsirichaikul, Tomida, Huang,
Izuta, Usukura, Itoh, Hishida, Akashi,
Nakagawa, Kikuchi, Pavlov, and
Takahashi, 13

Muroi, A. See Mogi, Ano, Nakatsuka,
Toyama, Miyoshi, Migita, Ui, Shiomi,
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Ōmura, S. See Mogi, Ano, Nakatsuka,
Toyama, Muroi, Miyoshi, Migita, Ui,
Shiomi, Kita, and Matsushita, 263

——. See Mogi, Kawakami, Arai, Igarashi,
Matsushita, Mori, Shiomi, Harada,
and Kita, 383

——. See Mogi, Murase, Mori, Shiomi,
Paranagama, and Kita, 491

Oda, T. See Yamanishi, Hatakeyama, and
Yamaguchi, 209

Oe, M. See Fujita, Tutsumino, Morino,
Imataka, Tomoo, and Ishida, 359

Ogino, C. See Shishido, Azumi, Nakanishi,
Umetsu, Tanaka, Fukuda, and Kondo,
867

Ogiso, H. See Endo, Kano, Motoki, Hama,
Okudaira, Ishida, Tanaka, Matsuki,
Taguchi, Kanai, Shibasaki, Arai, and
Aoki, 283

Ogura, K., Tandai, T., Yoshinaga, S.,
Kobashigawa, Y., Kumeta, H., Ito, T.,
Sumimoto, H., and Inagaki, F. NMR
Structure of the Heterodimer of Bem1
and Cdc24 PB1 Domains from
Saccharomyces Cerevisiae, 317

Ohnari, A. See Sugiyama, Habu, Miyano-
Kurosaki, and Takaku, 481

Ohta, E. See Sumitani, Kasashima, Kang,
and Endo, 725

Ohta, T. See Mukai, Nakamura, Yoshioka,
Shibata, Abe, Nomura, Taniai,
Nakagawa, Tsunoda, Kamada,
Yamagata, and Tsutsumi, 167

Okamoto, A. See Ikushiro, Islam, Hoseki,
Murakawa, Fujii, Miyahara, and
Hayashi, 549

Okamura, N. See Torii, Suzuki, Ishizawa,
Yasumoto, and Sogawa, 839

Okudaira, S. See Endo, Kano, Motoki,
Hama, Ishida, Ogiso, Tanaka,
Matsuki, Taguchi, Kanai, Shibasaki,
Arai, and Aoki, 283

Omichi, K. See Makino, 71
Ong, H.N., Arumugam, B., and Tayyab, S.

Succinylation-induced Conformational
Destabilization of Lysozyme as
Studied by Guanidine Hydrochloride
Denaturation, 895

Onishi, H. Yuji Tonomura: A Pioneer in the
Field of Energy Transduction in Muscle
Contraction, 7

Onodera, K. See Kamijo, Fujii, and
Wakabayashi, 241

Ose, T., Kuroki, K., Matsushima, M.,
Maenaka, K., and Kumagai, I.
Importance of the Hydrogen Bonding
Network Including Asp52 for
Catalysis, as Revealed by Asn59
Mutant Hen Egg-white Lysozymes, 651

Pack, S.P. SeeDoi,Kodaki,and Makino, 201
Panda, D. See Jaiswal, 733
Paranagama, M.P. See Mogi, Murase, Mori,
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