£ FiB15#%E Early Research in Biophysics Award

8%18HB (10A 308 (£) ) /Day 1 (Oct. 30, Fri.)

13:00~15:30 C1 £18/ Room C1

1YP1

BAEYYBEZREFRMEZEER

Early Research in Biophysics Award Candidate Presentations
F—HFr4Y—: BAHRASH - EFHERFTEES

Organizer: The Committee of Promoting Gender Equality and Young Scientists

In 2005, the Biophysical Society of Japan has established Early Research in Biophysics Award to recognize distinguished research
work by young members of the BSJ. In this fifth year, we received thirty eight highly qualified applications. After extremely
competitive first round of screening, which is based on written evaluation, the following ten applicants were chosen as the "young
guest lecturers". For the second round of screening, each "guest lecturers" will be asked to make a 10-minute presentation followed
by 3 minutes of Q&A discussion. At the conclusion of this round, up to five award winners will be selected. The award winners will
be announced at the banquet in the evening of Saturday, October 31st.We urge all the BSJ members to attend the oral presentations on
Friday, October 30th at Early Research in Biophysics Award Candidate Presentations, since these lecturers and their researches
represent the future of biophysics.

13:00 5 1Ea— 2P-228

1YP1-01

BIRMZELCEROBCER I AT AN nvitro TRIRT HFM4EMS

What is the condition of realizing a self-replication system of genetic information in vitro?

Omtg a— (1), #iF &%= (3), @A ik (2) ((1) RERKEXZRBEREZAREL (2) KERKFEXFRIEREZHR
B AR ER ; BIEPEINREEE ERATO: (3) KIRKZAZRIFMRILEHER)

Norikazu Ichihashi (1), Tomoaki Matsuura (3), Tetsuya Yomo (2) ((1) Graduate School of Information Science and Technology,

Osaka University: (2) Graduate School of Information Science and Technology; Graduate School of Frontier Bioscience, Osaka
University; ERATO, JST: (3) Graduate School of Information Science and Technology, Osaka University)

13:15 &k & 1P-057
1YP1-02 FvESU—RAISYTICLB3—PFOERBBEE . EHEDIHYBHADLHA

Long-time observation of a single molecule trapped in a capillary cell: application for protein folding

Oz BA (1), %8k #12 (2), BF B (3) (1) RIEKXFSTTUEREMEN: (2) KBRAFEQERRAHN: (3) ®it
RESTTMERIFHZER ; CREST, JST)

Kiyoto Kamagata (1), Yuji Goto (2), Satoshi Takahashi (3) ((1) Institute of Multidisciplinary Research for Advanced Materials,

Tohoku University: (2) Institute for Protein Research, Osaka University: (3) Institute of Multidisciplinary Research for Advanced
Materials, Tohoku University; CREST, JST)

13:30 EHBHK 1P-226
1YP1-03 =ERFHENEHE (AFM) 2BWENSTUFO KT Y ONEIEICH S BREEHRE

High-speed atomic force microscopy visualization reveals dynamic molecular processes in photo-activated
bacteriorhodopsin

OB &KX (1), WTF €A (1), AE Bz (2), MER FHit (3), Tk 8K (2) ((1) £IRKF: (2) &IRKF ; HERHE
ERFRHEESRE: 3) REEIEXS)

Mikihiro Shibata (1), Hayato Yamashita (1), Takayuki Uchihashi (2), Hideki Kandori (3), Toshio Ando (2) ((1) Kanazawa
University: (2) Kanazawa University; JST/CREST: (3) Nagoya Institute of Technology)

13:45 =l th#t

1YP1-04

HRRFEDHFH L WRE : BREICHBFEBTR =R (FAS S AMIKE) OHENES
Mechanical Forces Due to Cell Destruction: Biophysical Investigation of the Role of Apoptosis (Programmed Cell
Death) in Tissue Dynamics

Os1=1l thH (1), Peralta Xomalin (1), Wells Adrienne (2), Kiehart Daniel (2), Edwards Glenn (1) ((1) ¥a2—4 K
F Y (2) Ta— O KE EY)

Yusuke Toyama (1), Xomalin Peralta (1), Adrienne Wells (2), Daniel Kiehart (2), Glenn Edwards (1) ((1) Duke University
Physics Department: (2) Duke University Department of Biology)



14:00 AL HeF 1P-126
1YP1-05 NOFUTRAEE—S—O#AZHI bO—)L

Thermodynamic control of bacterial flagellar motors

Ol H## (1), B &= (2), #85 %— (3), AH EX (3), KM EX (4), A8 WKiE (5), FB EF (3) ((1) TRz
B & B (2) 3FZHK: (3) TWK: (4) &K: (5) FILKX)

Masayoshi Nishiyama (1), Yoshiyuki Sowa (2), Shigeichi Kumazaki (3), Yoshifumi Kimura (3), Michio Homma (4), Akihiko

Ishijima (5), Masahide Terazima (3) ((1) Kyoto Univ. & JST: (2) Hosei Univ.: (3) Kyoto Univ.: (4) Nagoya Univ.: (§) Tohoku
Univ.)

14:15 HLIEE £££ 3P-152
1YP1-06 [&HIGIESY /N0 & Ras. RAF B9 Fi2i L HIRRNE B mEFIE

Mutual molecular recognition of Ras and RAF for accurate signal transduction
OBLEE &R (1), &R #BE (1) ((1) BMITBEEANRCEHRTRR)
Kayo Hibino (1), Yasushi Sako (1) ((1) RIKEN)

14:30 &)l EBRF 1P-024
1YP1-07 #H1HIV EEEH T SHKRAE APOBEC3G & /XU EDHEIE. 148 DNA LDHEERRVBRRIGDOY T
WEALEZS )Y

Structure, interaction with single-stranded DNA, and real-time monitoring of the enzymatic reaction of wild-type
APOBEC3G possessing anti-HIV activity

O:NlERF (1), kBR (), 2L E— (2), 88X ¥ (2), FFEEA (1) ((1) #EHIKFE: (2) TEIEKRY)
Ayako Furukawa (1), Takashi Nagata (1), Ryuichi Sugiyama (2), Hiroshi Takaku (2), Masato Katahira (1) ((1) Yokohama City
University: (2) Chiba Institute of Technology)

14:45 Il REA 1P-058
1YP1-08 RUINY I VROHLBDFREANZIL - NI BRI OBERIEIC X S REHE O REM

Cross-seeding fibrillation of Q/N-rich proteins offers new pathomechanism of polyglutamine diseases
O#ENRE (), &FHE (1), BRX (), A% (1), BER F7 (1) (() BALFARRMBFREAT L5 —)

Yoshiaki Furukawa (1), Kumi Kaneko (1), Masaru Kurosawa (1), Gen Matsumoto (1), Nobuyuki Nukina (1) ((1) RIKEN, Brain
Science Institute)

15:00 ®iIA 157

1TYP1-09 EMARIRFI V26 Fv v THEF v+ RO XiREREE
Crystal structure of human connexin 26 gap junction channel
OB FR (1), PN R (1), EHE (1), LT F# (1), KIE £ (3), BS 178 (3), BE EX (2) (1) ABRAZ:
(2) EERIKF: (3) REKE)

Shoji Maeda (1), So Nakagawa (1), Michihiro Suga (1), Eiki Yamashita (1), Atsunori Oshima (3), Yoshinori Fujiyoshi (3),
Tomitake Tsukihara (2) ((1) Osaka University: (2) University of Hyogo: (3) Kyoto University)

15:15 0O 84 2P-207

1YP1-10 Photoactive Yellow Protein D{EEEEkFiES
Low-barrier hydrogen bond in Photoactive Yellow Protein
Own 24 (1), LARBE (1), ERFSB (2), ERA RKX (2), W ¥— (1), FiE &8 (3) ((1) EREREIZH
RERKE: (2) BRREFHAEFAFEEE: (3) RRAGRERTARERKE; BERFHMEEFEE)
Shigeo Yamaguchi (1), Hironari Kamikubo (1), Kazuo Kurihara (2), Ryota Kuroki (2), Yoichi Yamazaki (1), Mikio Kataoka (3)

((1) Nara Institute of Science and Technology: (2) Japan Atomic Energy Agency: (3) Nara Institute of Science and Technology;
Japan Atomic Energy Agency)

(74D THIR)



iR A Symposia

(51 HB(0A30A8 (£) ) /Day1 (Oct. 30, Fri.)

9:00~11:30 FL £15/ Room FL

1SA1 N EBRMBEERMADOFEE L TOHE(CRER
Co-evolutionary analyses as the methods to investigate protein-protein interaction
F—HF4Y¥—: R B (BROKLFK), BH BI(RENA T K)
Organizer: Kei Yura (Ochanomizu University), Tsuyoshi Shirai (Faculty of Bioscience, Nagahama
Institute of Bio-Science and Technology)

It is known that the genes of interacting proteins often have simiar evolutionary rates, or accumulate mutations in a compensatory
manner at protein level. The phenomenon is called co-evolution. Co-evolution is one of the most important topics in current
evolutionary study, because it represents the evolutionary aspect of systems or omics biology. Co-evolutionary events are thought to
be responsible for establishing specificity between proteins and organisms, and can be used to predict protein-protein interactions, or
to elucidate the history of molecular system. In this symposium, we would like to introduce and discuss the recent achievements in the
co-evolutionary study, from the theoretical studies to the experimental applications.

1SA1-01 U NOBEHEENFEIEREDHEE

Co-evolution of proteins and covariation of evolutionary rate

ORF #X (RRAZERFEGEFHAER)
Hirohisa Kishino (University of Tokyo)

1SA1-02 NIV F—EENIRY —DEEERO (LR

Co-evolutionary analyses of interactions between barnase and barstar

OfF & 85, AR R, F& B (RRERERKE)
Teikichi Ikura, Yoshiaki Urakubo, Nobutoshi Ito (Tokyo Medical and Dental University)

1SA1-03  HEBERICL D9 NV ERMBEERTE

Prediction of protein-protein interaction with co-evolutionary information
OBk &, (£ Bt (WMKZEABHHEFRZFR)
Hiroyuki Toh, Tetsuya Sato (Medical Institute of Bioregulation, Kyushu University)

1SA1-04 BPTIZERAEDOHRREM LS /O BEEEERADOHECHIRSD S DEH

Analysis of thermal stability and protein-protein interaction in BPTI from a co-evolutionary viewpoint

OFH # (RERIKF)
Yutaka Kuroda (Tokyo University of Agriculture and Technology (TUAT))

1SA1-05 U N BEHEEBOKHETFNER

Population gentical study on the mechanism of co-evolution of proteins
OfRIx B (NLMEEEIKE)
Masaru lizuka (Kyushu Dental College)

9:00~15:30 S1 £15/ Room S1

1SA2 TVFED 4 I ADREG(BSI&ABA EEEE S R L)
BSJ&ABA Joint Symposium, "Prion and Virus Infections”
F—HFA4Y— kil BB (BBRENAAYA IR —), SHE EiE (BHEK), FlE ®iff (RR%
HHK)
Organizer: Kuniaki Nagayama (Okazaki Institute for Integrative Bioscience), Masahiro Sokabe (Nagoya
Univ.), Mikio Kataoka (Nara Institute of Science and Technology)

Protein-conformation diseases have been attractive to same range of biophysicists by its vivid connection to structural biophysics.
Among them, prion and Alzheimer diseases are studied from the aspect of infectious structures particularly in this society. As one of
major targets of structural biology, virus structures have also been widely studied in the world-scene of biophysics. Unfortunately
they have no common ground to be discussed together till now though the prion disease had once been considered to belong to slow



virus diseases. In this joint symposium we will invite active scientists from the two fields to discuss "what is the infectious processes
in common". A big mystery still exists in the prion infection or its disease initiation. On the other hand the virus infection has been
well understood and even engineered now for particular genes to be uptaken into cells. By giving a light to the prion infection from
the angle of virus infection or vise versa, we can see an interesting novel encounter productive to both fields.

1SA2-01 Opening address
Osk il Bl (RBHENA AV A IR 5 —)
Kuniaki Nagayama (Okazaki Institute for Integrative Bioscience)
1SA2-02 Intracellular localization of abnormal isoform of prion protein
OEAN 25 (ALBEXFAZREEFZHARE T U A VRFHBE)
Motohiro Horiuchi (Hokkaido Univ.)
1SA2-03 Investigating the role of exosomes in the processing of proteins associated with prion and
Alzheimer's diseases
OAndrew F. Hill (Prion, Univ. Melbourne, Australia)

1SA2-04 TJYUFVRBEICEITIIHRZSEEDHFELHKBTSRKOEE

Meaning of Strain diversity and Interference Seen in Prion Infection
OfHE HIT (RIBAKXEFREEEF L SMARRBRR BRI BEE)
Noriyuki Nishida (Nagasaki Univ)

1SA2-05 EOHEHRAEEEERDOTININAT—REZEICHRT S 7 I 04 K BEEMR

High-mass amyloid beta-protein assembly with a unique toxic surface from Alzheimer's disease brains
OF Z5F (R#BARZEAEREZHAEHIESEYFHEEE)
Minako Hoshi (Kyoto Univ.)
1SA2-06 Implication of endogenous retrovirus in prion diseases
OYong-Sun Kim (Prion llsong Institute of Life Science, Hallym University)

1SA2-07 B. 74. TELTRYTFIvIA4 2 TINI oY
Avian, swine, and pandemic influenza
OEH & (tBEXRZAEREEZARBABLEREEV Y —FE5—)
Hiroshi Kida (Hokkaido Univ.)
1SA2-08  Avian influenza virus: from migratory bird infection to peptide inhibitor discovery
OGeorge Gao (Virus, IMCAS, China)

1SA2-09 UAINARG G —LFVAINANSG & —DELFREANBOEBNLLEREN | HRIUANSEE - R
—(“
Quantitative analysis of transfection efficiency between viral and non-viral vector: From cellular uptake to
transcription/translation

ORE F& (ALBERFXREREZMARER D FHRAFHARE)
Hideyoshi Harashima (Hokkaido Univ.)
1SA2-10 FUAURE —-BEANZIALAETAFTIVRITEDEIE
Prion diseases - Biophysical approach to the infection mechanism and the structure based drug design
OFH —Xk (REKZ - NEAREBHEATR L5 —)
Kazuo Kuwata (Gifu Univ.)
1SA2-11 Closing Remarks

OBHM EF (BHEKXF)
Masahiro Sokabe (Nagoya Univ.)

9:00~11:30 S2 £15/ Room S2
1SA3 AITIVIoY - DAL ARNARY AS —EHREDOFER
Novel findings of influenza A virus RNA dependent RNA polymerase
F—=HFra4Y— 4 = (BETK), BIR B(FEEXEX)
Organizer: Park Sam-Yong (Yokohama City University), Takashi Kuzuhara (Tokushima Bunri University)




In 1918, a pandemic of influenza A virus resulted in over ten million deaths worldwide, and strategies to prevent any such future
pandemic are therefore extremely important. Although inhibitors of neuraminidase and the M2 ion channel are widely used as anti-
influenza A virus drugs, adverse effects of these agents and the emergence of drug-resistant viruses have been reported. Since the
influenza A virus has an RNA genome, its RNA-dependent RNA polymerase, comprising three subunits,the PA, PB1 and PB2
subunits, is essential for viral transcription and replication. Therefore this enzyme represents a very promising target for anti-viral
drug development. The determination of the structure of a target protein is a valuable tool in the development of new drugs.

1SA3-01 A YTIIUHFIAIRDRNARYAS—FICHIFTEHYT1=y MEHEEER

Structural insight into essential subunit contacts of the influenza virus RNA polymerase
OR# ®Ri& (1), ZW ERF (1), FH HE (1), /A& X=ZF (1), )10 HE (2), #HK @EE (2), Jeremy Tame (1),

KB R (2), # ZA (1) (1) BEHARR - £8F/ L RF A (2) FRA - Bt - ARBRARE)

Eiji Obayashi (1), Kanako Sugiyama (1), Hisashi Yoshida (1), Fumihiro Kawai (1), Atsushi Kawaguchi (2), Yukari Suzuki (2),
Jeremy Tame (1), Kyosuke Nagata (2), Sam-Yong Park (1) ((1) Protein Design Laboratory, Yokohama City University: (2) Grad.
Sch. of Comprehensive Human Sci., Univ. of Tsukuba)

1SA3-02 A VZIIVHRNARYAS—EPB2 471y MEREMBEE XA 2 OEE S HEEDRET
Structural basis of the influenza A virus RNA polymerase PB2 RNA-binding domain containing the pathogenicity-
determinant lysine 627 residue

OBR [, #T =W, FH= 8F, @k 87, K K (FEXEKE)
Takashi Kuzuhara, Hideaki Tsuge, Hiroko Utsunomiya, Noriko Echigo, Daisuke Kise (Tokushima Bunri University)

1SA3-03 RE Yty FERWEA Y ZIVI VY UM I RBREIC K SHRZELDREN
Analysis of the changing of cell by influenza virus infection using the optical tweezers
OAH XTI (GEBKF)
Ayae Honda (Housei University)

1SA3-04 A 2VI7INIUHYTALIARNAY ) LA—4 IO EESEERDOEMRERR

Live cell imaging of the trafficking of influenza viral ribonucleoprotein complexes

OB # XfE (LEXRFILEEHREIZHIR)

Fumitaka Momose (Kitasato Institute for Life Sciences, Kitasato Univ.)

1SA3-05 A VTINIUYIAIRY ) ABERROVA I RELUOEERE
The molecular mechanism of viral and host factor-dependent replication of the influenza virus genome
Ok H #/ (RRKZRZRABRSEEHRR)

Kyosuke Nagata (Graduate School of Comprehensive Human Sciences, University of Tsukuba)

9:00~11:30 C6 &15%/ Room C6
1SA4 AR ZERE T ORFRMREA S HIEBREDRA
Bio- w-space: Mechanistic investigation and creation of new functions

F—HFr4Y— : il Fi (BHELEX), TEE #7 REX)
Organizer: Hideki Kandori (Nagoya Institute of Technology), Koji Ando (Kyoto University)

Unique characteristics of 7t -electrons are important in biomolecular functions. For example, photoactive proteins contain 7t -electron-
rich chromophore molecules such as retinal, chlorophyll and oxyruciferin, which control light-dependent specific events in biological

systems. Enzymes often utilize 7T-electron-rich molecules such as heme and flavin in the active centers. On the otehr hand, people are
recently worried about influence of nano-carbons on our health. In this symposium, young researchers from various fields will present
their challenges to "bio- 7t -space", and mechanism in the highly elaborated 7t -spaces and creation of new functions will be discussed.

1SA4-01 ARBERHICE!T S n ZEREHE
Bio- 7t -space in photoreceptive proteins

OfE HHt (RHELEKE)
Hideki Kandori (Nagoya Institute of Technology)

1SA4-02 VU7 boO—LEREED w ZHICK S HH

Unique tuning of the 7T spaces in a cryptochrome framework

OAER Bf—, Elizabeth D. Getzoff (X & U 7 REHFEFT)
Kenichi Hitomi, Elizabeth D. Getzoff (Dept of Molecular Biology and the Skaggs Institute for Chemical Biology The Scripps
Research Institute)

1SA4-03  KHI - IV T 2 5—FEIC LD n ZREHIEHEE



1SA4-04

1SA4-05

7t -space control in firefly luciferase

ORiE T (RBRFEREREFHAEE

Toru Nakatsu (Graduate School of Pharmaceutical Sciences Kyoto University)

Fes NIV EDEFHEIRBICE T SLERMFHE d-nBEERICET S ER/IAR
Metal-ligand d- 7t interaction in electron transfer mechanism of blue copper protein: A theoretical study
OB #7 (RBRZKRZREZHIRH)

Koji Ando (Department of Chemistry, Faculty of Science, Kyoto University)

TEFRDOHDDF

Peeping molecules through 7t -electron systems

OaB Bz (RILKF)
Hiroyuki Isobe (Tohoku University)

13:00~15:30 FL £1%/ Room FL

1SP5

EFAREBICLDEREETFRNRFOHERH

New Developments on Molecular Spectroscopy of Biometals by Young Researchers
F—HFr4Y— . ER & ERAERHZERNTKERKS), A7F% 58 dUBEXSE)

Organizer: Shun Hirota (Graduate School of Materials Sceince, Nara Inst. of Sci. and Tech.), Koichiro
Ishimori (Hokkaido Univ.)

Metal ions play important roles in many key reactions in life. Understanding of life at the molecular level, therefore, requires detailed
biophysical and biochemical characterization of metal ions in biological systems. The unique spectroscopic properties of metal ions
have provided clues to reveal their functional and structural significance in our life, and a number of the elegant spectroscopic studies
on metal ions have offered various kinds of sophisticated molecular mechanisms in biological systems. Recent progress in molecular
spectroscopies has enabled us to examine more complicated and more essential biological systems including DNA-metal ion
interactions, dynamics of metalloprotein complexes, membrane-bound metalloproteins, and metal-catalyzed reactions. In this
symposium, young active researchers developing their original idea with cutting-edge techniques will give overviews and
perspectives of the molecular spectroscopic researches of metal ions in life.

1SP5-01

1SP5-02

1SP5-03

1SP5-04

1SP5-05

1SP5-06

[EL®IC

Introduction

OFEH & (KRR FERMAERKE - MEBIKEERER)

Shun Hirota (Graduate School of Materials Sceince, Nara Inst. of Sci. and Tech.)
EHEMLEIAD T - EEBRESROSFREORAZEIEL T
Structure and chemistry of short-lived mtalloenzyme-gas molecule complex
Ok ¥ BEE (BIEMER - BEHRAEN)

Shingo Nagano (RIKEN SPring-8 Center)

KB — @EMHEERAD NMR 3REIC K B
Detection of metal ion-interaction with DNA/RNA with NMR spectroscopy

OB % (RILKFARZREZMAR)

Yoshiyuki Tanaka (Graduate School of Pharmaceutical Sciences, Tohoku University)

BFLERICEITZ NV EREEERDOBEEMFENMAR
Structural study of interactions between electron transfer proteins

OFA BEF (kX - k1)
Naoko Nomoto (Fac.Sci., Hokkaido Univ.)

[NiFe] & FOZ F—E D X G RIBERT RN AT

X-ray crystallographic and FT-IR studies on [NiFe] hydrogenase

OKXERE X# (1), FH 18— (1), BEF BA (1), MR1E (1), 5B BH (1), BB # (2), 80 F6& (1) (1) &E
BIKY - KEREGEBEZFMAR: (2) RRARHFRMAZRAE - WHEIKBEZHARR)

Hisao Osuka (1), Shin-ich Terawaki (1), Yasuhito Shomura (1), Hirofumi Komori (1), Naoki Shibata (1), Shun Hirota (2), Yoshiki

Higuchi (1) ((1) Graduate School of Life Science, Hyogo Univ.: (2) Graduate School of Materials Sceince, Nara Inst. of Sci. and
Tech.)

A b2 TA—RATERESTFERHEZD
Optical Trapping of Proteins in Aqueous Solution

Off# /2 (ALBERFEFRK)



1SP5-07

1SP5-08

Yasuyuki Tsuboi (Div. Che,., Hokkaido University)

HIHESBE#HEERWZInvivoA A=V IRA7O—-T DR
Development of lanthanide complex-based probes for in vivo imaging

Ok E & (KERKZEKRZERTFHAEE)
Shin Mizukami (Graduate School of Engineering, Osaka University)

s

Summary
ORZK &—B (tBEXE - KERBEFHER)

Koichiro Ishimori (Faculty of Science, Hokkaido Univ.)

13:00~15:30 S2 &t57/ Room S2

1SP6

AVISUVRNIVRT A== | ~EBROEEEZ D=DDEE L BERE~

Membrane transformers!! ~The combine and the dissociation to change the shape of
biomembrane~

F—=HFAY—: B M (RKBRKRZEZEEFZHRER), O £F (BHEXF)

Organizer: Kazuhito Tabata (ISIR), Kingo Takiguchi (Nagoya University)

Many cellular phenomena, such as vesicle formation, cell division and reconstitution of subcellular organelles, involve deformations
of the biomembrane that is closely associated with life activity. These deformations are induced by the dynamic interaction between
deforming proteins and biomembrane. With membrane-deforming protein reconstitution and membrane-deforming dynamics as the
keyword, this session will host lectures by researchers who aim to elucidate the function and dynamics of membrane-deforming

protein.

1SP6-01  AIRRE_ER LICH#ERA L/ COPI/NRFEBBIEDA A -0
Visualization of COPII vesicle formation process reconstituted in the artifical lipid bilayer.
OB FZ (), E8 62 2), HiE & 3), Bk B2 @), 5 AR (5), Fith B17 (1) () KERKRZERBZEMER: 2 KRR
KRERFRBEUEATEE: Q) RKERKRFERFEBREGEAEMTRE: 1) FBRAFEZHMEZE: O) BILEMARER
FE R 2)
Kazuhito Tabata (1), Ken Sato (2), Toru Ide (3), Takayuki Nshizaka (4), Akihiko Nakano (5), Hiroyuki Noji (1) ((1) ISIR: (2)
Department of Life Sciences, Graduate School of Arts and Sciences, University of Tokyo: (3) Graduate School of Frontier
Biosciences, Osaka University: (4) Department of Physics, Gakushuin University: (5) Molecular Membrane Biology Laboratory,
RIKEN Advanced Science Institute)

1SP6-02 EFC/F-BAR RXAA > & O BDEE, 1#EE & HIH
Structure, function and regulation of the EFC/F-BAR domain proteins
OUSH BE (1), FH &M 2), Bk £FF ), WA &, skl BB 3), KR FHEB (4), 1148 BE 5), #1L E2Z (6) (1) Bt
FHARRHAABZRERT LD 5 —: Q) BILEAEREGDF L AT AEBMREE: 3) BARZHFAEERGHT
BNAAVA IR TS —: (4) RERZDFHRREVFERIARN ; BEERTREBBEZ E0(): 6) WRREXZERE
FHEE: (0) BILEMAFRERDF AT LARBMEESE ; RRAFAZREBZZARBENLEER)
Atsushi Shimada (1), Takaho Terada (2), Mikako Shirouzu (2), Masaki Yamamoto, Kuniaki Nagayama (3), Shiro Suetsugu (4),
Tadaomi Takenawa (5), Shigeyuki Yokoyama (6) ((1) RIKEN SPring-8 Center: (2) RIKEN Systems and Structural Biology
Center: (3) Okazaki Institute for Integrative Bioscience, National Institutes of Natural Sciences: (4) Institute of Molecular and
Cellular Biosciences, the University of Tokyo; PRESTO, JST: (5) Kobe University Graduate School of Medicine: (6) RIKEN
Systems and Structural Biology Center; Department of Biophysics and Biochemistry Graduate School of Science, the University of
Tokyo)

1SP6-03 TIA SO MAREZRAWEAY TV A4 F 20 RICEDL S 9 FHEEERT
Mechanistic insights into membrane dynamics using semi-intact cell system
Onil S (REKFRFREELHFTH)
Fumi Kano (Graduate School of Arts and Sciences, The University of Tokyo)

1SP6-04 EXURY—LAZRAVWTHLSHICESNEE 4 DHRERETF O
Septin-induced robust membrane tubulation
OO0 £EF, B0 BF, AT & (ALEAFEFMAHERES)
Kingo Takiguchi, Yohko Tanaka-Takiguchi, Makoto Kinoshita (Division of Biological Science, Graduate School of Science,
Nagoya University)

1SP6-05 HIEODOF a—TY > “FtsZ” ICK B URY —ADE i & UNHE

FtsZ (bacterial tubulin) bending and constricting liposomes
OKZBIEMR, 74—V TEY R ITVSYY NAIMR (Fa—0KEAT 4 hIVE> S — HERED)



Masaki Osawa, David E. Anderson, Harold P. Erickson (Department of Cell Biology, Duke University Medical Center)

13:00~15:30 C6 £1%/ Room C6
1SP7 G UNOEREDREFLUNIVOREE — XBEE, IRBNKE. 2FEYMFE. ERBINICK S BkE—
Elucidation of Protein Functions at the Atomic Level with X-ray structural, Vibrational
spectroscopic, Molecular biological and Theoretical analyses
F—HFA4H—: BH B (FURKE), F)l Gt (EERIKF)
Organizers: Masaru Tateno (Tsukuba University), Shinya Yoshikawa (University of Hyogo)

Any life phenomenon is comprised of a set of chemical reactions driven by various proteins. Thus, elucidation of the mechanism of
protein functions is equivalent to understanding the mechanism of life process. The function of any protein is facilitated by
anisotropies produced inside the protein, not by a simple linear combination of the chemical properties of amino acids composing the
protein. In this symposium, possibilities of X-ray structural, vibrational, molecular biological and theoretical analyses for elucidation
of the anisotropies will be discussed, referring the recent progresses in two intriguing proteins systems, cytochrome ¢ oxidase and
RNA-binding proteins.

1SP7-01 Y INOBEEDREF LN DOFRE—Fim—
Elucidation of Protein Functions at Atomic Level with X-ray, Vibrational, Molecular biological and Theoretical
analyses, Introduction.
OFN Et (EERIKFERFEREGEZHARRED
Shinya Yoshikawa (University of Hyogo)

1SP7-02 D 2LEF b o O ABRIEBERDKRRF L ANILD X REEFET
The X-ray structural analysis of bovine heart cytochrome c oxidase at the hydrogen atom level
ORR ER (RERIKE)
Tomitake Tsukihara (University of Hyogo)

1SP7-03  GatCAB o tRNA FRiS R4 & FiE1L
tRNA recognition and molecular evolution of GatCAB
Oh#f &R (1), Kelly Sheppard (2), LR B = (1), #k B (3), Dieter Soll (2), B &1 (3) (1) LBEXRFEXRFEFE SEER:

(2) Yale K#%: (3) dL/BBERFRF BRI IHAE FEIFH TR

AKiyoshi Nakamura (1), Kelly Sheppard (2), Junji Yamane (1), Yao Min (3), Dieter S6ll (2), Isao Tanaka (3) ((1) Division of Life
Sciences, Graduate School of Life Science, Hokkaido University: (2) Department of Molecular Biophysics and Biochemistry, Yale
University: (3) Faculty of Advanced Life Science, Hokkaido University)

1SP7-04  KBARTOEBEOBESERNIIE

Time-resolved infrared spectroscopy for proteins functioning in aqueous solution

O E B (EERIKRE £HEFHER)
Satoru Nakashima (Graduate School of Life Science, University of Hyogo)

1SP7-05 EREDOENHKES T otk
Ultraviolet resonance Raman spectroscopy for functioning proteins
ONME HE (EERIKE)
Takashi Ogura (University of Hyogo)

1SP7-06  F b O ABR{CEEROBAIFRMRIAEREH
Site-directed isotope labeling of cytochrome ¢ oxidase
OBH FX, Al F£I, /)& HE, AR EX, &)l Gt (EERIKXE - KEREGEFHARY, EansA0> -

)

Hideo Shimada, Yukie Katayama, Takashi Ogura, Tomitake Tsukihara, Shinya Yoshikawa (Picobiology Institute, Graduate
School of Life Science, University of Hyogo)

1SP7-07 > boDO—ABEEBRICEITST70 M BIRIBOSE—REHEICK D8R

First principles studies on the proton transfer mechanism in cytochrome /c/ oxidase
ORB B (), #e ="K (2), 8F E (1), Azo <on (1), #LZE (3) (1) FRKF: (2) EERIAE: 3) R

RKE)
Kenji Shiraishi (1), Katsumasa Kamiya (2), Masaru Tateno (1), Mauro Boero (1), Atsushi Oshiyama (3) ((1) University of
Tsukuba: (2) University of Hyogo: (3) University of Tokyo)

1SP7-08  RNA#E&ES /N EOBERRICHEBICE Y 55 HRIZA#R

Computational investigations of mechanisms of enzymatic reactions of RNA-binding proteins



OfH B (1), B 5&F (2), &R B (2) ((1) REKRZ - ABREMRA LD 4 ; HRREXZRYBEBYEHEAR
#: (2) RKZEKZER)

Masaru Tateno (1), Shigehide Kuroyanagi (2), Yohsuke Hagiwara (2) ((1) Center for Computational Sciences, University of
Tsukuba; Graduate School of Pure and Applied Sciences, University of Tsukuba: (2) University of Tsukuba)

5£2HB (10A 31 B (x) ) /Day2 (Oct. 31, Sat.)

9:00~11:30 FL &5/ Room FL
2SA1 YR LA D ESR
Electron Spin Resonance on Biophysics -The Next Generation-
F—=HFra4Y—: =ZH LF (BHEKXF), TH 888 (KBRXF)
Organizer: Hiroyuki Mino (Nagoya University), Toshiaki Arata (Osaka University)

Although NMR has been widely applied to biophysical studies for protein structural analysis, ESR had been performed limitedly for
the first generation of biophysics. Recently, a great development has achieved for ESR techniques, called 'advanced ESR', which has
provided many new concepts for electron spin, and new applications. This gives not only the highly precise determination of the
protein structure during enzymatic reaction, but also the detection of the interaction between proteins in action or the new
methodologies in vivo. In this symposium, we will introduce recent advancement of the ESR techniques and discuss applications for
biological systems today and in future. (Supported by Osaka University Global COE program "System Dynamics of Biological
Function")

2SA1-01 [FU®IC
Presentation of keynote
OZF LhF (R HEXZAZREFMARYERZFY)

Hiroyuki Mino (Graduate School of Science, Nagoya university)

2SA1-02  BE4S9#E EPRIEICK B RICH K — & 2 /X0 B EEROFERT

Analysis of reaction intermadiate-protein interaction by time-resolved EPR

O/ME ER1E (BRREIKZ)

Yasuhiro Kobori (Shizuoka University)

2SA1-03 U SIR—RAF U EHDELESY NV EDHHEIS% AR EPR
High-field and Multi-frequency EPR study of metalloproteins with non-Kramers ions
ONRBEE (1), =5 3K (2), EE EM (3), 1 ¥ (2), &%E BE (2) ((1) HEEMREHIES S 0T ; KIRAF S
REFRFEMEL S —: (2) KIRAFEREFHEFAR LS —: (3) BRRTY VU BEBLEBHREFMRE)
Haruhiko Yashiro (1), Kenta Ninomiya (2), Masaki Horitani (3), Hiroshi Hori (2), Masayuki Hagiwara (2) ((1) JST PRESTO;
KYOKUGEN Osaka University: (2) KYOKUGEN Osaka University: (3) Riken Spring-8 Center, Biometal Science Laboratory)

2SA1-04 JNIVAESR ZRAWEEREAEICKDE—9—. RA v F & /NI BOEIENR
Conformational dynamics of motor and switch proteins by distance measurements using pulsed ESR

OfiH BB (KRXFAXZREZAABENEFEL)

Toshiaki Arata (Department of Biological Sciences, Graduate School of Science, Osaka University)

2SA1-05 EESTBEPR ICK D I 42 OB ERT
Structural Dynamics of Myosin by Time-resolved EPR
OThomas David D. (Department of Biochemistry, Molecular Biology, and Biophysics, University of Minnesota,
USA)
2SA1-06 SEIFEA—N—N\DH—MRI OREELE{LR L RAEEADEA
Development of High-Field Overhauser-MRI and Its Application to Oxidative Diseases
OB Ziff (WINKFEFMEERL Ky I RFERFARNS, KFEREFHARER)
Hideo Utsumi (Depnnovation Center for Medical Redox Navigation, Graduate School of Pharmaceutical Sciences, Kyushu
University)

2SA1-07 EYBRHBIERTHS0M?
Does a migrating bird watch the earth magnetic field?
OriE A& (F v I X7+ — RKF)
Kiminori Maeda (University of Oxford)



9:00~11:30 S1 £15/ Room S1
2SA2 & 2 IN0 B DIRFEB#IX D B AIFR
Research frontiers of protein transport across the membrane
F—=HFAY— : ik E— (KRKZF), mE & (KBRKXF)
Organizer: Keiichi Namba (Osaka University), Tohru Minamino (Osaka University)

Proteins are transported to their specific places inside and outside of the cell across cytoplasmic or inner-cellular membranes by a
wide variety of mechanisms for the formation of cellular structures and organelles. In bacteria such mechanisms include the Sec
system for general protein transport across the cytoplasmic membrane of bacteria, the Lol proteins for lipoprotein transport, and the
type III protein export system for virulence effector secretion and flagellar formation. In eukaryote, there are many different protein
translocator systems in cell organelle such as mitochondria, endoplasmic reticula and peroxisomes. How much is known about the
mechanisms of these protein translocation systems and their energetics? The forefront of the field will be overviewed and discussed in
the symposium.

2SA2-01 1000 DS NI BEHEDFHI bV RUT S 207 -9 DERE
Mitochondrial translocators that mediate sorting of 1000 different mitochondrial proteins
OWE K&, EZ 4 & (AHEAZAZREZFMAHNEEZERILER)
Koji Yamano, Toshiya Endo (Department of Chemistry, Graduate School of Science, Nagoya University)
2SA2-02 HEEYKREBEDE? - @iX - BEELETS Lol R T ADHEIE L #EE
Structure and function of the Lol system catalyzing the membrane sorting of bacterial lipoproteins
Ol T (RERAZES FHllaEYMFHFR)
Hajime Tokuda (Institute of Molecular and Cellular Biosciences, University of Tokyo)
2SA2-03  RIAFIY—ADEHE : BT £ TU—E5 VO BOEEBEREE
Peroxisome Biogenesis: Mechanistic insights into the import of matrix and membrane proteins
OBAR FEX (WINKZKRZREZHFBAEMEZERF: (2) JST, CREST)
Yukio Fujiki (Department of Biology, Faculty of Sciences, Kyushu University: (2) JST, CREST)
2SA2-04 NOFTUTDE NI EEREBREDHEIE S HEE
Structure and function of bacterial protein translocation machinery
O & (1), iFiF Btk (2), 81 k& (2), FA B (2), 78 #@ (3) (1) RBAFE. VAIIRHAER: (2) REKX

Z. EREMIAA: (3) REEEKS)
Hiroyuki Mori (1), Tomoya Tsukazaki (2), Yuka Echizen (2), Osamu Nureki (2), Koreaki Ito (3) ((1) Institute for Virus Research,
Kyoto University: (2) The Institute of Medical Science, The University of Tokyo: (3) Kyoto Sangyo University)

2SA2-05 kFEAF U TH<HENAZERHBRAREDHIEHE

Dynamic Mechanisms of Proton-Driven Bacterial Flagellar Protein Export

OFEH # (KIRAFZKFBEE AR TR
Tohru Minamino (Graduate School of Frontier Biosciences, Osaka University)
9:00~11:30 S2 £15/ Room S2
2SA3 HREIRT 0 F > DOERIGIE O L YR
Structural and functional analysis of actin filament dynamics
F—HFr4¥—: RE CE (BHEKXF), ik A (RIEXF)
Organizer: Hitoshi Tatsumi (Nagoya Univ.), Masaaki Sato (Tohoku Univ.)

Actin filaments are two-stranded helical polymers of the protein actin. They appear as flexible structures, and organized into a variety
of linear bundles, two dimensional networks, and three dimensional gels. The regulation of the dynamic behavior and assembly and
disassembly of actin filaments allows cells to construct an enormous range of structures and cells to migrate on substrate. The aims of
this symposium are to introduce recent research progresses made by X-ray diffraction analyses, single molecule imaging, MD-
simulations, and electron microscopy, 1) the structure of F-actin, 2) tensile properties of single stress fibers and actin filaments, 3)
tension dependent disassembly of actin filaments by cofilin, and 4) cellular responses to force mediated via actin filament dynamics,
and to prodive a platform on which we can discuss the future prospects of this field of science.

2SA3-01 EBRICEBADTIFURFDEEZE
Conformational changes in the actin molecule induced by actin polymerization

O/VE 2ER (BILZMAFT B AR ZREHA L5 —)



2SA3-02

2SA3-03

2SA3-04

2SA3-05

Toshiro Oda (RIKEN SPring-8 Center)
TOFUEERAEY—THS

F-actin as a stress-sensor
OREZE (1), Bl A% (2), 2% E1F (1) ()BEHERZAZREZRMFAE: (2) BEkirkEEIE

ICORP/SORST #ifah &)
Hitoshi Tatsumi (1), Kimihide Hayakawa (2), Masahiro Sokabe (1) ((1) Dept Physiol, Nagoya Univ Sch Med: (2) Cell
Mechanosensing Project, ICORP/SORST, JST)

TOFLTATAY FOHWENSADEN R FBNFEIalb—2ar

Mechanical Behavior of Actin Filaments: Molecular Dynamics Simulation Study

ORZEFR (), T IEZ (), HL ERE (), L5k EH (2), BIEB EF (3) (1) REKE; BHE: (2) REKF: (3)
BEHEKRE,; BRIk EEE)

Taiji Adachi (1), Shinji Matsushita (1), Yasuhiro Inoue (1), Masaki Hojo (2), Masahiro Sokabe (3) ((1) Kyoto University; RIKEN:
(2) Kyoto University: (3) Nagoya University; JST)

A RVRT 7 A NDHERME EHRRANFIRRE
Mechanical Property and Intracellular States of Stress Fiber

OfiE [EBR (RIEKZE)
Masaaki Sato (Tohoku University)

MRRHE I FTINELTOFT7OF &N LKA

Tension transmitted through F-actin works as a signal for cell-cell communication

OX# EF (1), k# BR (2), £H E&K (1) ((1) MIDEABLFEMTAR RE - BERFREMRE 45— (2) B
AREREEZHERN)

Shigenobu Yonemura (1), Akira Nagafuchi (2), Mai Shibata (1) ((1) Riken Center for Developmental Biology: (2) Inst. Molecular
Embryology and Genetics, Kumamoto University)

14:30~17:00 FL £15/ Room FL

2SP4

HLIUVAV S TRV DHRHER

Rare glyco-elements "RARE SUGARS" pioneer a new world

F—HF4Y¥—: @FK @& (FNKE), REAOE (FIKXE)

Organizer: Ken Izumori (Kagawa University), Kazuhiro Fukada (Kagawa University)

WE; MR ITE () , SRSt FOBEERTMAER
Sponsored by Matsutani Chemical Industry Co., Ltd. and | zumoring L L C

“RARE SUGARS" are monosaccharides (minimal functional unit of sugars) which occur only rarely in nature, and they come in
about 50 types. Most of them have been hardly used for research purposes so far because of their limited availability. Recently,
production of rare sugars are becoming possible by using "Izumoring", a newly discovered structural framework of all
monosaccharides, and research works on their properties and functions in a wide range of organisms from molecules (micro level) to
higher animals (macro level) are growing. This symposium features the accomplishments of current rare sugar studies reaped in
Kagawa area where the only industry-academia-government collaboration studies are in progress in the world.

2SP4-01

2SP4-02

2SP4-03

2SP4-04

SHRVESHER . 1 XEV Y
Izumoring; A strategy for total production of rare sugars

Ofzk & (F)IIKE)

Ken Izumori (Kagawa University)

FOBBEEFRE~NAFT VT U5 — ETBEBERERM~
Rare sugar production by bioreactor and separation system

OFA F#E] (1), @M% 6 (2) () FNAXEARMERBERLOBERAR LD 5 —: (2) FIIXKZREE)
Kenji Morimoto (1), Ken Izumori (2) ((1) Rare Sugar Research Center, Kagawa University: (2) Faculty of Agriculture, Kagawa
University)

FOTEEERRO I AIESE & MR RICHEE

X-ray structures of the enzymes producing rare sugars and their catalytic reaction mechanisms

OME B3k, EH #X (FIIKF)

Shigehiro Kamitori, Hiromi Yoshida (Kagawa University)

FOBBEOKBRPICEITDBNFNREMN

Evaluation of thermodynamic stability of rare sugars in aqueous solution



OZxE ME (FNKZE)
Kazuhiro Fukada (Kagawa University)

2SP4-05 FIOREOEERRVERNDFIA
Applicability of rare sugars for medicines and foods

28 ¥, ORA B+ (FIIKZEZE)
Masaaki Tokuda, Ikuko Tsukamoto (Kagawa University, Faculty of Medicine)

2SP4-06 EBEIBFNOFLIEOTA
Application of rare sugars for agriculture

Ot futh, Atk R1=, ZH RE, BE X7, A& & (F/IKF)

Kazuya Akimitsu, Kenji Gomi, Yasuomi Tada, Shigeyuki Tajima, Ken Izumori (Kagawa University)

14:30~17:00 S1 £15/ Room S1
2SP5 EERDFOESETZEINS
How are biological molecules fluctuating?
FA—HFAH— : FI§ EF (REBKE), FE #if (RRAERRZRMAZRKE)
Organizer: Masahide Terazima (Kyoto University), Mikio Kataoka (Nara Institute of Science and
Technology)

One of key factors in chemical reactions for biological functions is "fluctuation". Biological molecules are always fluctuating by the
thermal energy even during their functions. Studies from a view point of fluctuation and reaction dynamics should be essential for
understanding efficient and selective reactions of biomolecules. However, information on fluctuation of biological molecules has not
been enough to answer how the fluctuation is related with the function, because techniques to detect fluctuation have not been well
developed. In this symposium, we focus on methods to detect the fluctuation experimentally and theoretically, and on showing
connections between the fluctuations and functions.

2SP5-01 BNFETRIEPFDI ONIEDESEZAD
Detection of protein fluctuations during reactions by the time-resolved thermodynamics

OFIE EF (RMKH)

Masahide Terazima (Kyoto University)

2SP5-02 AFMZHW=S RO EDOARIES EDTEEMRE
Quantitative detection of the internal fluctuation of proteins by AFM

ONE B (1), &0 =48 (1), BROCKWELL DAVID (2) ((1) dEREEmFI2ZMAZERKE: (2) KE Y —XKF)
Masaru Kawakami (1), Yukinori Taniguchi (1), David Brockwell (2) ((1) Japan Advanced Institute of Science and Technology:
(2) University of Leeds)

2SP5-03  #HABFGOESETEZEBLHHL VEABE R ILE
New fluorescence correlation spectroscopy observing lifetime fluctuation

Of# :ME, AR KT (RILITBGEAN BAFHAR BRSFIAARE)
Kunihiko Ishii, Tahei Tahara (Molecular Spectroscopy Laboratory, RIKEN)

2SP5-04 ERHEOKKREWSELEEDDFIalb—>a MR
Large-amplitude fluctuation and function of proteins studied by molecular simulations
OBl EZ (R#KF)
Shoji Takada (Kyoto University)
2SP5-05 FyRIEBEOBERELSELMERESED 1 NFAE
Single-molecular measurements for structural and functional fluctuations of KcsA potassium channel.
OBK B, Bk &S, B4 HE, 55 & (BHAFESR)
Shigetoshi Oiki, Hirofumi Shimizu, Masayuki Iwamoto, Takashi Konno (University of Fukui)
2SP5-06  DAMBIRDIESEES—T v FETBHHIBAMR
Membrane Targeted Chemotherapy with Hybrid Liposomes for Tumor Cells

OLFE §e—, &K BBF, Gk L (FHAXEXER TEMRICAESGHFER)
Ryuichi Ueoka, Yoko Matsumoto, Yuji Komizu (Division of Applied Life Science, Graduate School of Engineering, Sojo
University)

2SP5-07  HitFIFRMMELTEREOMESEZAD
Detection of thermal fluctuations of protein by neutron inelastic scattering

OFR [ #if (RRARMZRMKERKE)



Mikio Kataoka (Nara Institute of Science and Technology)

14:30~17:00 S2 £1#5/ Room S2
2SP6 EHBENFOEFEERT R—N—22 Ea—T1 2 INAIFT
Towards Supercomputing for Electronic Structures of Biological Macromolecules
FA—=HFAH— : F BR BRREEOH), ek X8 (RREER), K5 BiL (BEHX)

Organizer: Haruki Nakamura (Inst Protein Res, Osaka Univ), Fumitoshi Sato (Inst Indust Sci, The Univ
Tokyo), Akinori Kidera (Int Grad School Arts Sci, Yokohama City Univ)

Understanding the mechanisms of enzymatic reaction and electron transfer has so far been a crucial theme in the biophysics field.
However, biological macromolecues are too large and too complicated for conventional computational approaches to directly analyze
their precise electronic structures. Consequently, the previous analyses for the electronic structures were only made for some small
systems by extracting the very local sites in the macromolecules, or by ignoring the dynamic effects of solvent and membrane
molecules surrounding the macromolecules. However, the recent rapid progress of the ultra-fast supercomputers and the development
of the corresponding software programs are expected to open a new era, where the precise electronic structures are able to be revealed
by ab-initio quantum chemical calculations based on the dynamic structures of the macromolecules with the precise solvent effects.
Thus, the free energy analysis including the entropy effect could be also possible, even for a huge macromolecular system by using
the next-generation supercomputer, which will appear soon and will be available for biophysics researchers.

2SP6-01  Fr: RFHEBEN SEFHEEDEATA
Introduction: From atomic structures to electronic structures of biological macromolecules

OF#t FA (BRAEBH)

Haruki Nakamura (Institute for Protein Research, Osaka University)

2SP6-02 S UNOBEDOEEFREBEHEE
All-electron wavefunction calculation on proteins

OF5F 817, ke X& (RKEH)

Toshiyuki Hirano, Fumitoshi Sato (Institute of Industrial Science, the University of Tokyo)

2SP6-03 R—N—aYEa—T4 JICLBEREEFRERVRICEEORERACHITT,
Towards Understanding of Protein Electronic Structures and their Biochemical Reactions by Supercomputing

OXKE B, EF @&, L Fi, WP FN (KIRKFEEBEFZA)

Yasushige Yonezawa, Yu Takano, Hideki Yamasaki, Syusuke Yamanaka (IPR)

2SP6-04 e£REREAHEDOMERISOERBEHR
First principle analyses on reaction mechanism of metalloenzyme
OFEH BR, #8 Rl (RERIAZAZREGEZMAFH)

Yasuteru Shigeta, Katsumasa Kamiya (Department Lifecience, University of Hyogo)

2SP6-05  The role of H-doping in the electronic structure, spin localization and electron transfer of iron-sulfur
[2Fe-2S] proteins
OWayne Kenneth Dawson (1), Tohru Terada (2), Kentaro Shimizu (1) ((1) University of Tokyo, Dept of
Biotechnology, Bioinformation Lab: (2) Riken, Comp. Sci. Prog., Molecular Scale Team)

2SP6-06 FHrbORTLUOMEIRIVF—BE  EBEFEEZRVCES —OVHEEFEROHEZORSRE
Transition-Density-Fragment Interaction Approach for Excitation-Energy Transfer in Xanthorhodopsin

OBEX MR, k EE (RHKZFE)
Kazuhiro Fujimoto, Shigehiko Hayashi (Kyoto University)

25P6-07  HFIEKBRERISERET ST AL M FYREEFEICEDSK AV INIUTFATRITILFZVDOERETFE
3P-063 Possibility of Mutation Prediction of Influenza Hemagglutinin by Combination of Hemadsorption Experiment and
Quantum Chemical Calculation for Antibody Binding
Ok (), EBFE Q) Bl =C 3), hEH#X 3), PE &iF (3), A th& ), 1 Zth (5), Eis E3X (6), B &K
B (6) () P AZRERABREREFZFMAABABRREZFER: Q) &7 [ZEHRET: Q) BEETIXZERS: 4) iL
HARFIPLEMLFEEL IST—CREST: (5) BN EERBRELEMIA, IST—CREST: (6) MFAZAZR TEMERIMEENRE
$R P E I IST/CREST)
Kazutomo Takematsu (1), Kaori Fukuzawa (2), Katsumi Omagari (3), Katsuhisa Nakajima (3), Setsuko Nakajima (3), Yuji
Mochizuki (4), Tatsuya Nakano (5), Hirofumi Watanabe (6), Shigenori Tanaka (6) ((1) Division of Human Environmental Science
Graduate School of Human Development and Environment, Kobe University: (2) Mizuho Information & Research Institute, Inc.:

(3) Department of Virology, Medical School, Nagoya City University: (4) Department of Chemistry and Research Center for Smart
Molecules, Faculty of Science, Rikkyo University;CREST, Japan Science and Technology Agency (JST): (5) Division of



Medicinal Safety Science, National Institute of Health Sciences;CREST, Japan Science and Technology Agency (JST): (6)
Graduate School of Engineering Department of Computer Science and Systems Engineering, Kobe University;CREST, Japan
Science and Technology Agency (JST))

14:30~17:00 C6 %15/ Room C6

2SP7

7S EVRFEEAZRBRD SRR L HEE

Variety in the photoreactions and functions of flavin-type blue light receptors

F—HFAY— : @8 & (KRFAX), #EH EZ (RIX)

Organizer: Satoru Tokutomi (Osaka Prefecture University), Shinji MASUDA (Tokyo Institute of
Technology)

Well-known photoreceptors, such as rhodopsin, bacteriorhodopsin or phytochrome, bind chromophores with double bond -
conjugating systems and show a common photoreaction mechanism, i.e. photoisomerization around a double bond. Recently, another
types of photoreceptors absorbing blue light have been found and studied. Cryptochrome was found at first as a blue light receptor
mediating photomorphogenetic responses in plants and was turned out to be a regulator or a part of biological clock in animals.
Phototropin regulates phototropism, chroloplast relocation and stomata opening of plants. BLUF families show a variety of light
regulations. All these photoreceptors carry a flavin chromophore that cannot be photoisomerizable. This symposium aims to introduce
and discuss how these non-photoisomerizable chromophores react and conduct signals to the downstream and what is the common
and diverse mechanism among them.

2SP7-01

2SP7-02

2SP7-03

2SP7-04

2SP7-05

2SP7-06

2SP7-07

TU&®IC
Introduction
OffE 8 (KRFFIIKE - Bt - )

Satoru Tokutomi (Osaka Prefecture University, Graduate School of Sceince)

UVBRLZEN LT SEVRIFRKR L U FIVnE

Blue light signaling through phosphorylation in flavin photoreceptor
O S 28] (KBRAFX - )

Koji Okajima (Grad. Sch. of Sci., Osaka Pref. Univ.)

SONVEHREEREN LT SEVREFRNEL T FIVEGE

Blue-light dependent cell signaling through protein-to-protein interaction

OEH EZ (RRIEKRE; N ITHARBRZBELRE L9 —)

Shinji Masuda (Center for Biological Resources and Informatics, Tokyo Institute of Technology)
SRUDNETED TS ED Y NI EDIRICHEE DR

Photocycle mechanisms of flavin-containing blue-light photoreceptors revealed by Raman spectroscopy
OB #E (EEAFEIFE)

Masashi Unno (Department of Chemistry and Applied Chemistry, Saga University)

FTR T2 7S EY S NI EDHRIGHEBDERA

Analysis of the photoreactions of flavin-binding proteins by FTIR spectroscopy

OFH Eth (FHEIRAZAZRIFMARREMHEIKN I ZFY)

Tatsuya Iwata (Department of Frontier Materials, Nagoya Institute of Technology)

BB IalL—2a TBBISEVIUNIEADY AT IO R BRERTEE
Dynamics and functional mechanism of flavin-containing blue-light photoreceptors as studied by computer simulation

OfH R (RRIEXKE)
Minoru Sakurai (Tokyo Institute of Technology)

N DNESED
/2y ==
pory == N

General discussion
Bla A EZ (RRIEKRE N/ AHREBIELREEL5—)

Discussion leader; Shinji Masuda (Center for Biological Resources and Informatics, Tokyo Institute of Technology)



83HHB (11 A1H(H) ) /Day 3 (Nov. 1, Sun.)

9:00~11:30 FL &%/ Room FL
3SA1 E—9—5 NI EDSHBLEERN : BREREAN DRI
From protein motors to cell motility: regulation, coordination and integration
F—=HFAH— : K& Mk (BREEFEMAFAKEE), BB B7F (RRKF)
Organizer: Kazuhiro Oiwa (National Institute of Information and Communications Technology), Yoko Y.
Toyoshima (University of Tokyo)

Motor proteins are elaborate molecular machines and their molecular mechanism has been studied in detail especially by single
molecule measurement in vitro. In cells, multiple numbers of and multiple species of motor proteins are working together based on
the organized structure of the cytoskeleton, and yield highly sophisticated functions. To understand the progression of functional
hierarchy, we will discuss about the regulation, coordination and integration of multiple motor proteins.

3SA1-01 @BRIRATAICEIIZSA=DIREEN
Dynein in the coordinated system
O8E BF (RRAFHRAEXMER EHIREHZER)
Yoko Toyoshima (Dept. of Life Sciences, Grad. School of Arts and Sciences, The University of Tokyo)
3SA1-02 LIS [CLBHRAES 1 = VIEITHERD A =X A
LIS1 and NDEL1 coordinate the plus-end directed transport of cytoplasmic dynein.
OLE Eig (KBRTIIKZE - KEREZMER)
Shinji Hirotsune (Osaka City University Graduate School of Medicine)
3SA1-03  Modeling Cytoskeletal and Motor Dynamics In Vitro: Insights into Motor Function in a Complex
Cellular Environment
OTUN RIVIYNDT — (R DIRZTKEFE)
Erika L.F. Holzbaur (University of Pennsylvania School of Medicine)
3SA1-04 B ERBEDORE - EE) - HREE
Ependymal Cilia in the Adult Brain: Development, Movement and Function
OFAX ML (BEETIARFERZEREFMEHRBLEEZSEF)

Kazunobu Sawamoto (Department of Developmental and Regenerative Biology, Nagoya City University Graduate School of
Medical Sciences)

3SA1-05  A%EEROBRIRE) : £ 5T/ HBEEZER

Self-Oscillation in Motile Biosystems: Variable Functional Nanospace
ORE 8— (BfEAKXE - BIHMbR)

Shin'ichi Ishiwata (Waseda University, Faculty of Science and Engineering)

9:00~11:30 S1 £15/ Room S1
3SA2 MEMERDOSTFEE  EYYBLSHODICESNEIERDFEMRBEDHEEER
Molecular mechanism of anesthetic action: interactions between biomolecules and
anesthetics revealed from biophysics
F=HFA4Y— K (EEKF), #F RE (HEEHKXF)
Organizer: Hitoshi Matsuki (The Univ. of Tokushima), Tomoyoshi Seto (Shiga Univ. of Med. Sci.)

Various theories of anesthesia have been proposed up to now since a Meyer-Overton rule that anesthetic potency is well correlated to
a partition coefficient between water and olive oil of the anesthetic at the beginning of 20th century. However, there has been still no
theory that can comprehensively explain anesthetic phenomena such as enhancement of anesthetic potency at a low temperature,
pressure reversal of anesthesia and cut off phenomenon, etc. When considering that action of an anesthetic first appears in biological
membranes, the essence of anesthetic action results in interactions of biomolecules such as membrane proteins and lipid membranes
with the anesthetic in special solvent environments produced by water. In the present symposium, the role of water that is closely
related to the stabilization of biomolecules is presented, and subsequently latest researches for anesthetic mechanisms by biophysical
approaches are introduced.

3SA2-01 =HRBOLEYMESE



3SA2-02

3SA2-03

3SA2-04

3SA2-05

3SA2-06

3SA2-07

3SA2-08

Biophysics of General Anesthesia

O#F & (HEERKE)

Tomoyoshi Seto (Shiga University of Medical Science)

S F R0 & B ICRE T B ET MR

A Statistical Mechanics Study of Molecular Recognition and Anesthesia

OFH X5 (2 FHEFHARR)

Fumio Hirata (Institute for Molecular Science)

DFREBCEDSHLWUARIVEYIE

A Novel Ligand-Mapping Method Based on Molecular Liquid Theory
OSH# EE (B - RERHERZF)

Takashi Imai (RIKEN CSRP)

AX 2 TF v O RIVICEIT B RBEDHESTERAL

Anesthetic Binding Site of lon-channel

O#F A (HEERKE)

Tomoyoshi Seto (Shiga University of Medical Science)

EEDFANORBEOABNTEESER . VA FMEEERADLEERRR

Intrinsic binding modes of anesthetics to biomolecules: comparative studies on ligand interactions

ORAK 15 (EERXERERY AT 0 /YA T AMARE)
Hitoshi Matsuki (Institute of Technology and Science, The University of Tokushima)

EEI04 FICEXIFTHRBRREOZEDRENEICL MR
Volumetric study of anesthetic effect on biocolloids
O X8 B (MMKBEKRZREZHFR)

Michio Yamanaka (Department of Chemistry, Faculty of Sciences, Kyushu University)
BTEREARNMR (LK DEVDBEANDES L EFHREDHR
Drug binding and mobility in membranes by high-resolution solution NMR

Ot BXRF (EBRAEHKFEREFE)

Emiko Okamura (Himeji Dokkyo University, Faculty of Pharmaceutical Sciences)

MEBLZNFERICELD Y VIFEESFIRADEREMBREOFRAKE

Action Mechanism of Volatile Anesthetics on the Phospholipid Monolayers using Physicochemical Methods
OWR B (RHEIRAFKRER IH¥HAER PEIFER)

Yasushi Yamamoto (Department of Materials Science and Engineering, Graduate School of Engineering, Nagoya Institute of
Technology)

9:00~11:30 S2 £1%/ Room S2

3SA3

FEBEEZZADREEBE T TRABEDLEA NI A

Multiple mechanisms of memory and synaptic plasticity underlying learning

FA—=HFA5— IR Z8 (BWWKE), N LA (EEXEKRE - FIEFH)

Organizer: Shigenori Kawahara (University of Toyama), Shiro Konishi (Kagawa School
Pharmaceutical Sciences, Tokushima Bunri University)

of

mE; BHERE (%)
Sponsored by Shionogi & Co., Ltd.

Flexibility is one of the characteristics of information processing in biological systems. To accomplish the flexible information
processing, there are multiplicity and diversity of mechanisms functioned at molecular and cellular levels as well as at circuit and
systems levels, which are integrated in a hierarchical fashion by higher nervous systems. In this symposium, we review the
multiplicity and diversity of neural functions characteristic to each level, from molecular to behavioral levels, and will discuss how
they could be controlled and modulated to contribute to the flexibility of brain functions and behaviors.

3SA3-01

3SA3-02

G-substrate IR FRIEY U R (T & Y MEIA S hio/MKTFIHES) F BH86E
Dual involvement of G-substrate in motor learning revealed by gene deletion

Ok BF (PBEIA R BB HEHE)
Shogo Endo (Okinawa Institute of Science and Technology)

B EREFHDITORERILERRICHDODEZ L F TR - nFEME



3SA3-03

3SA3-04

3SA3-05

3SA3-06

Neural mechanisms responsible for eyeblink conditioning evidenced by gene-manipulation studies in mice
ORX £A) (REXEKZE - FIFEH)

Yasushi Kishimoto (Kagawa School of Pharamaceutical Sciences, Tokushima Bunri University)

GABA fEBYHRE(CBE L /o> F T AR H D S & ZDIRE
Multiple forms of synaptic plasticity around inhibitory GAB Aergic synapses
O/ HER (BEXHEKE - FIIFEZER)

Shiro Konishi (Kagawa School of Pharmaceutical Sciences, Tokushima Bunri University)

GO U HRBRZRABICL D FTAAEEDRE

Interaction between G protein-coupled receptors (GPCRs) regulates synaptic plasticity

O B3 (), BEEN (). THER (). BHBEX ). LEH-_Q.BHEQ.K8B5 ). REARAOE
WARZERFZRETZMFAMARBERILEZARE: Q) IBEREXRZREREZAFEMA - S FEEFBE: ) RRKE
REREZRMAHRIEEELEE)

Toshihide Tabata (1), Yosuke Fujita (1), Takeshi Shimomura (1), Yoshihiro Shirai (1), Yuji Kamikubo (2), Takashi Sakurai (2),
Kenkichi Fukurotani (1), Masanobu Kano (3) ((1) Lab. for Neural Info. Tech., Grad. Sch. of Sci. & Eng., Univ. of Toyama: (2)
Dept.of Cell. & Mol. Pharmacol., Grad. Sch. of Med., Juntendo Univ.: (3) Dept. of Neurophysiol., Grad. Sch. of Med., Univ. of
Tokyo)

<D A H RFFEMAFICHIT B EEERIEF &R DR E
Roles of the prefrontal cortex and the cerebellum in mice eyeblink conditioning

ONER %8k (EWLAF)

Shigenori Kawahara (University of Toyama)

Roles of the prefrontal cortex and the amygdala in fear conditioning
(OJune-Seek Choi (Korea University, Department of Psychology)

9:00~11:30 C6 £1%/ Room C6

3SA4

NEZOEVIZWE

Hemoglobin revisited

F—HF4Y—: §H FE (ZHKFE), £ & (BRERKE)

Organizer: Imai Kiyohiro (Hosei University), Shibayama Naoya (Jichi Medical University)

More than one century has passed since hemoglobin began to be fully studied. It is now described in many text books as the
normative protein that shows a typical allosteric property. There is a tendency that most students and investigators regard it as already
fully solved. From the point of view by hemoglobin experts, however, hemoglobin still carries unsolved subjects, far from full
clarification. It can be pointed out that even adequacy of the well-known allosteric model, which is described in the text book, may
break down. Nevertheless, not only students and graduate students, but also many investigators in cell biology, biophysics and
biochemistry fields scarcely know what should be solved, considering that hemoglobin is the subject in the past. Now, under this
subject specific to the old but new protein, hemoglobin, we intend to rearrange and discuss the current problems for young researchers
to understand easily and to contribute to further progress in protein science.

3SA4-01

3SA4-02

3SA4-03

3SA4-04

RB\ERFHLLTONESOEY

Hemoglobin as the normative protein

OSH B1E (ERARFEHHF)

Kiyohiro Imai (Faculty of Bioscience and Applied Chemistry, Hosei University)

I— FHIREFDEANES/ OE L DIBE L HEE

Structure and function of Root effect fish hemoglobins

OFEM1E (), SHFE (2), BRUEA (1), # =ZA (1), &RAFRQB), PzbI—744 (1) ((1) WEMIXE XK
FhRESG T/ P RTARERER: (2) BB - £oHEE: (3) MR CHFEYFHZAT)

Satoru Unzai (1), Kiyohiro Imai (2), Takeshi Yokoyama (1), Sam-Yong Park (1), Kiyoshi Nagai (3), Jeremy Tame (1) ((1)

Graduate School of Nanobioscience, Yokohama City University: (2) Dept. of Frontier Biosci., Hosei Univ. : (3) MRC Laboratory
of Molecular Biology, Cambridge, UK)

THAFIANESOE O EFHERESHER
Neutron crystallographic analysis of human deoxyhemoglobin

ORM £17, HE & (RMAZEFIFRERA)

Toshiyuki Chatake, Yukio Morimoto (Research Reactor Institute, Kyoto University)

NEJOEVHRBROBEIELT

Structural Chemistry Involved in Hemoglobin Cooperativity



Odtll = (1), &BH# #F (2) ((1) (M)SEBFFRRR: (2) EBRKE)
Teizo Kitagawa (1), Masako Nagai (2) ((1) Toyota Physical and Chemical Research Institute: (2) Hosei University)

3SA4-05 AES/OECO7ARTY Y IFEHDRE
The true nature of the allosteric equilibrium of hemoglobin
O%eLL g8k (BBERKE)
Naoya Shibayama (Jichi Medical University)
3SA4-06 ZERABESIMFIVREANES/OECOTORTY vO/EBHZHRAT S : BiELLEHDEOI MOE
— - 7ORFY—
Protein dynamics explain the allosteric behaviors of hemoglobin: Entrpic allostery without conformation changes
OREBE (RVILNZT K, EZEYHEZH - O3>V 0
Takashi Yonetani (Univ. of Pennsylvania, Dept. of Biochem. & Biophys. and Johnson Res. Fdn.)

12:00~14:30 FL &%/ Room FL

3SPS EYMOLEERBRTIENDFIRTADBE~BYFTNARDOEGRTL VETEIET S5
aiE~
Development of dynamic molecular systems sharing the characteristics with living systems:
from supra-molecular devices to bio-reorganizing machines
F—HFrAH— 5/ L EE (ERKF), B0 KB (FEXRFEXRR), IE & (ERIEXF)
Organizer: Masahiro Takinoue (The University of Tokyo), Taro Toyota (Chiba University), Ken Komiya
(Tokyo Institute of Technology)

In recent years, bio-inspired molecular and/or mechanical systems, e.g., supramolecular devices, cellular machines etc., have been
developed. However, these artificial notable systems are independently studied in each research field because of some limitation of
engineering on hierarchical systems. Hence it is quite important to consider them as an integrative science for overcoming the
limitation and accelerating such research themes. In this symposium, we take up multiscale molecular systems from nm- to cm-size,
and intend to extract universal idea as an integrative science, and discuss its role in biophysics in the future.

3SP5-01 DNA 7045 A7/ BEICKZRFADEINIT T
Self-assembly of large planar DNA crystal

OffE & (RRIEXKE)
Satoshi Murata (Tokyo Institute of Technology)

3SP5-02 RAOVART—IVEDBCHEAILT
Self-assembly of Micro-scale Objects
OR L L5 (RERAFEEXMATFR)

Hiroaki Onoe (Institute of Industrial Science, The University of Tokyo)

3SP5-03 NAFIRFSUE—2 a3 UEBICEDVH#EENET/ E—-XDRER
Development of functionalized magnetic nanobeads based on fundamental biomineralization studies

O’k B (RRERIKE)
Tadashi Matsunaga (Tokyo University of Agriculture and Technology)

3SP5-04 BZ RIGTERENS B{LFOKRy bDEIE
Development of a novel autonomous chemical robot

OR N (RAREL)

Yusuke Hara (Graduate School of Science and Engineering, Waseda Univ.)

3SP5-05 EH-#Wma X T ATERSEIGEE
Insect-Machine Hybrid System for Understanding an Adaptive Behavior
O TF (RRAZ EREFERfMEE> 4 —)
Ryohei Kanzaki (Research Center for Advanced Science and Technology, The University of Tokyo)

12:00~14:30 S1 £13/ Room S1
3SP6 RY IO BEDINBEBEYT A F XU AFRDRAIR

Frontiers in analysis of three-dimnsional dynamic structures of membrane proteins
F—HFA4Y— : Wik & (BEEILXZ), BE 88 (KRAXFZFEAEMFH)



Organizer: Akira Naito (Yokohama National University), Toshimichi Fujiwara (Institute for Protein
Research, Osaka University)

Membrane proteins play an important role in the cell membrane as receptors and as transporters of ions and molecules in the living
systems. A complete understanding of protein function can be accomplished with knowledge of not only three-dimensional structure
but also local dynamic feature of membrane proteins as they posse various kinds of motions in the molecules. This kind of three-
dimensional dynamic structure is not easy to obtain, because membrane proteins are difficult to crystallize for X-ray diffraction
studies. In this symposium, it is stressed that three-dimensional dynamic structure in the native state is essential to elucidate the
functional insight of the membrane proteins. The three dimensional dynamic structures of membrane proteins obtained from
challenging methods such as solid state NMR, neutron diffraction study, FT-IR spectroscopy and X-ray crystallographic study, are
discussed in relation to the functional insights of them.

3SP6-01 B NMR ICK BRSO EDBE. 4 F 0 R, HEERLEHEREDOREER

Structure, dynamics and interaction of membrane proteins in relation to the function as revealed by solid-state NMR
OWEk & (HEEIKF)
Akira Naito (Yokohama National University)

3SP6-02 Dynamical NMR Structures and Functional Insights of Cytochrome-b5 and Amyloid Peptides
OAyyalusamy Ramamoorthy (University of Michigan)

3SP6-03 HFIalb—2a iHPUFHELTRABEAEDIKEES A FI/R
Molecular simulation and neutron scattering studies of protein dynamics
Ottt R & (REKFES FHREYMZHFRR)
Yasumasa Joti (Institute of Molecular and Cellular Biosciences, University of Tokyo)

3SP6-04 HAMP RAA VDBEBIAIAFIIOR Y U—ARTI VI S RTFa—Y—9 NI E
Dynamics of conformational change of HAMP domain upon photoexcitation of Sensory rhodopsin II -transducer
complex

O#HL E—(1),FB EF (2) (1) RRIZRFERLFHARN: (2) RBBAFZARERBFMARMLFER)
Keiichi Inoue (1), Masahide Terazima (2) ((1) Chemical Resources Laboratory, Tokyo Institute of Technology: (2) Department of
Chemistry, Graduate School of Science, Kyoto University)

3SP6-05 ERFFNSHAETES VINVBE—AF EBEERZES

Interaction between membrane protein and ions characterized by ATR-FTIR spectroscopy
On#E thid (D FHRZEMARN, BEEIRKSE)

Yuji Furutani (Institute for Molecular Science; Nagoya Institute of Technology)

3SP6-06 RZUNOBRBRIEDHL & EZTDFERKR

Strategies for crystallization of membrane proteins

OftH Rt (FEXRFEZMREE ; JST ERATO ; EHF SSBC)
Takeshi Murata (Chiba University/Science; JST/ERATO; Riken/SSBC)

3SP6-07  NMR [CED< REBEHDBHIEERTE

Method for the dynamic structural analysis of membrane proteins based on NMR

ORR 88 (KBRKXFEBERFA)

Toshimichi Fujiwara (Institute for Protein Research, Osaka University)

12:00~14:30 S2 £15/ Room S2
3SP7  Fi7=7atl Y O THIEER Z 7 <
Cutting-edge approach to studying neural circuits
F—=HFA4H— HLE B (LX), /MR B (BARFRAEBEERZHIR)
Organizer: Tsuyoshi Inoue (Okayama Univ), Amane Koizumi (National Institute for Physiological

Sciences)
W KIEREE (¥)
Sponsored by Otsuka Pharmaceutical Co., Ltd.

Because of limits of traditional techniques, novel techniques are required to achieve break-through in neuroscience, especially to
study synapses and neural circuits. In this view, biophysical approach is an attractive candidate for providing such novel techniques.
The purpose of this symposium is a fusion of two research fields, biophysics and neuroscience. Our talks are presented by young



scientists in these fields, who use optical, electrophysiological and computational approaches. We will talk about how biophysical
approaches contribute to neuroscience researches, and would like to explore a future perspective of "neurobiophysics".

3SP7-01 AL FTRERWENA T Yy iR E
Hybrid neuronal circuit using artificial synapses

O LB (1), B 2 (1), #A B (2) (1) EILKRE - EEZE: (2) £2H - #EZ T F))
Tsuyoshi Inoue (1), Takashi Katsu (1), Keiji Imoto (2) ((1) Lab of Biophys Chem, Grad Sch of Med, Dent and Pharm Sci,
Okayama Univ: (2) Dept of Information Physiol, Natl Inst for Physiol Sci (NIPS))

3SP7-02 1RFAA—DUIICKD L FTRAALEOHRR
Approach to synaptic plasticity by single molecule imaging
ORA EF ELFMAR RBPEREMRE S —)
Hiroko Bannai (RIKEN, Brain Science Institute)

3SP7-03 A5/ 7L VEEFEAILKLDMEREEDETE
Overview of melanopsin research : Restoration of vision by overexpressing melanopsin in blind retina
O/MNR B (BAHZRABIBEE AR
Amane Koizumi (National Institute for Physiological Sciences)

3SP7-04 REREMGKICEIFTER—IECIEFRE2HFAA-—UD
Whole-cell recording and two-photon imaging in awake animals
OE S+ MER (RRKF)
Kazuo Kitamura (The University of Tokyo)

3SP7-05  ARHICKBLF TR - Za—OVEHOFER
Optical stimulation of synapses and neurons

Ol Bt (RRKH)

Masanori Matsuzaki (University of Tokyo)

12:00~14:30 C6 £1%/ Room C6
3SP8 HMEHREEFIA U EESREZEMADRIIKBR— A IVO0E—ABSENS 74—V RBBEET—
Frontier in Biological Research Using Various Irradiation Systems: from microbeam to field

irradiation
F—HFAY¥— . PE BR (MEHRERLEMAAT), EA HHE (B)EHDPRHRA), siA =RF ((B)EH
FRREFZFER)

Organizer: Tetsuo Nakajima (National Institute of Radiological Sciences), Masanori Tomita (Central
Research Institute of Electric Power Industry), Munetoshi Maeda (Central Research Institute of Electric
Power Industry)

Ionizing radiation is recognized as a tool for cancer radiotherapy or X-ray crystallography etc. On the other hand, since Roentgen's
discovery of X-rays, we have noticed the existence of ionizing radiation around us environmentally, and have been concerned about
the effects on our health. Additionally, recent active exploration to the space brings us new concerns about the effects of cosmic rays.
To date, many biological responses to ionizing radiation have been discovered, and particularly, repair systems of radiation-induced
DNA damage have been investigated a lot. These days, using the advanced irradiation techniques and developed facilities, various
biological phenomena including DNA repair systems have been uncovered. Even the effects of long-term, low-dose-rates irradiation
has been analyzed under well-controlled conditions, which was previously dependent on epidemiological data. In this symposium,
new discoveries in radiation biology will be showed and discussed with introduction of techniques or facilities used in experiments.

3SP8-01 RREFEMIGHRREITOX, EMGEAVCRIAKEI< EVZERR

Effects of long-term irradiation on mice or plants using low-dose rates

OHE BX (MEHREFRETITAT)

Tetsuo Nakajima (National Institute of Radiological Sciences)

3SP8-02  #RAEDMWEMAEEICH T HMHIREEL YA /0 E— ARKRROER

Effects of ionizing radiation on the function of the nervous system in C. elegans and an attempt to locally targeted
microbeam irradiation

OIRTF H&k (B ARFHIAFTRARERSE)
Tetsuya Sakashita (Japan Atomic Energy Agency)

3SP8-03 7O bhr¥4 o/ OE—AMRREEIRE SPICE 2 O\ SR EM R



Biological studies using proton microbeam irradiation system, SPICE

O/l HERE (D), B F— (1), B Sz (1), BN EBA (), 80O F— (), BE AEF (1), B8 EA ), RH & (1), B2
8 (D, SEF (D) () (E)MEHREFREMAR: Q) BHKERR)

Teruaki Konishi (1), Masakazu Oikawa (1), Hiroyuki Iso (1), Takahiro Ishikawa (1), Yuichi Higuchi (1), Kumiko Kodama (1),
Mayu Isono (2), Nakahiro Yasuda (1), Noriyoshi Suya (1), Hitoshi Imaseki (1) ((1) National Institute of Radiological Sciences: (2)
Tokyo Metropolitan University)

3SP8-04  X#R~¥ A /0 E—AZRIEHREETE DNA BISEERBORR
Repair process of radiation-induced DNA damage induced by X-ray microbeam
OEH H# (), 51l FF (), FEX EF Q), /MRS Q) () BHENPRHALF: 2 BT R F—ILRBZFHIEE)
Masanori Tomita (1), Munetoshi Maeda (1), Noriko Usami (2), Katsumi Kobayashi (2) ((1) Central Research Institute of Electric
Power Industry: (2) High Energy Accelerator Research Organization)

3SP8-05 MGt X#RZFIA L /- BSEiRmRE T & MSHREVR R A DICA
The latest irradiation technique of synchrotron X-ray and its application to radiation biology
OM# 2 (), FEE EF (1), BIE RF 2, EE 2 Q) () BIRNF—ILRBAKREE, DEBSHFHARER,
AR ZHRANER: Q) BHBAPRARH EFAZMWHARA HERZEHE LS )
Katsumi Kobayashi (1), Noriko Usami (1), Munetoshi Maeda (2), Masanori Tomita (2) ((1) Photon Factory, IMSS, KEK: (2)
Radiation Safety Research Center, Central Research Institute of Electric Power Industry)

Y754 -5 445 Satellite Meeting

$52HHBE(0A 31 H (X)) /Day?2(Oct. 31, Sat.)
10:00~11:30 C6 £15/ Room C6
2MA1 EHEHEZMD | E<ICEFHAREICEITTY

F—HF A= FWORTAHRELY S —PO FilfE— (FMEKXD)
W AARURASR FHE ZENE BPLINTH) K

ZILDDHSEAEFEDEGANLZTEZ, EYPEBERDEI A, EKICEFOMAELLICOM>TWELE, ZONHDE
HICELEVWEBWET. MEOEFELTYH, THHEFEORK : BEORENS) LBELEYTSA NI -T2 U&HE, T
MEICT 5= bETOWE ULA(ZOEHERIIZRFETRELET) . SEIZ, SEMNBERIC TRMEZIILH LT S AERFMIRE
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In this program, the speaker is shown by bold characters.

The presentation is for 12 min; the discussion for 2 min; and the computer replacement for 1 min.

%£1HH 92:00~11:30 (108308 (£) ) /Day1 (Oct. 30, Fri.)
EEE-B) HBiSHEEEE 1TA1-01~09 C1 £/ Room C1

Conformation and Activity from Saturation Adsorptions of Lysozyme on the Surfaces of Nanosilica and Nanodiamond
Victor Wei-Keh Wu (1) ((1) Department of Chemical and Materials Engineering, National Kaohsiung University of Applied Sciences: Victor Basic
Research Laboratory)

E@EME Synechococcus sp. PCC 7942 DHMIRANEIRA A VBB U — £ DEERF SmB OFInA A U HESICHESEBEE
{EICBET % £ R NMR 93k IC & B R4

Multidimensional NMR spectroscopic analysis with the structural changes of cyanobacterial transcription factor, SmtB, functioning as the
sensor for zinc-ion concentration in the cell, following zinc-ion binding

Hayato Morita (1), Hidenori Hayashi (2), Syunnosuke Abe (1), Takahisa Ikegami (3) ((1) Faculty of Agriculture, Ehime University: (2) Faculty of
Science, Ehime University: (3) Institute for Protein Research, Osaka University)

EXT7z/—IVALOHEERIZAINED 2 DDAIIVS D AREEEEZEDS

Bisphenol A weakens Calcium Binding Affinity of Calmodulin

Koichi Murayama (1), Tomoyoshi Terada (1), Masashi Sonoyama (2), Yasunori Yokoyama (3), Masayuki Nara (4), Yasuo Asami (5), Sadayuki
Matsuda (6) ((1) Graduate School of Medicine, Gifu University : (2) Graduate School of Engineering, Gunma University: (3) Graduate School of
Engineering, Nagoya University: (4) College of Liberal Arts and Sciences, Tokyo Medical & Dental University: (5) TA Instruments Japan Inc.: (6)
School of Natural Science, Engineering and Agriculture, Hokkaido University of Education at Asahikawa)

WMEARNT O F D SSHEEICK D _EHDOHR
A study on cytoplasmic actin SS dimers.

Daisuke Fukuhara (1), Hiroaki Kubota (1), Takashi Ohki (2), Shin'Ichi Ishiwata (2) ((1) Major in Pure and Applied Physics, Graduate School of
Advanced Science and Engineering, Waseda Univ.: (2) Dept. of Physics, Faculty of Advanced Science and Engineering, Waseda Univ.)

Gads D#EHE & CD28 HIRAEM R A A > EDHEEER
Purification of Gads and its interaction with CD28 cytoplasmic domains

Kunitake Higo (1), Jun Takahashi (1), Masayuki Oda (2), Hisayuki Morii (3), Teikichi Ikura (4), Nobutoshi Ito (4), Takachika Azuma (1), Ryo Abe
(1) ((1) Res. Inst. for Biol. Sci., Tokyo Univ. of Sci.: (2) Grad. Sch. of Environ. Sci., Kyoto Pref. Univ.: (3) Natl. Inst. of Adv. Indust. Sci. and Technol.:
(4) Grad. Sch. of Biomed Sci., Tokyo Medical and Dental Univ.)

IR A T 2 F v RIVEFES ICEMFIRCE > TR AGVLSA? - HRENFHNEI I a2 3 VR
Does a non-mechanosensitive ion channel really not open by mechanical force? — A coarse grained molecular dynamics simulation study
Ken Takahashi (1), Masahiro Sokabe (1) ((1) Nagoya University Graduate School of Medicine, Dept. of Cellular Biophysiology)

BRI T SN Y RRETHBEIRENIBIRICE (T 55 /IO BOBNFEE
Low-frequency dynamical transition of proteins monitored by terahertz time-domain spectroscopy
Ohki Kambara (1), Keisuke Tominaga (1) ((1) Molecular Photoscience Research Center, Kobe University)

BS043—EILLDET7ARRY L OIKDREREE, ZOT DIV HEEBORRENEE DB

The correlation between the catalytic susceptibility of cephalosporins and the thermal stabilities of their beta-lactamase acyl intermediates.
Yasushi Nitanai (1), Tatsuro Shimamura (1), Takuro Uchiyama (1), Yoshikazu Ishii (2), Michiyo Takehira (1), Katsuhide Yutani (1), Hiroshi
Matsuzawa (3), Masashi Miyano (1) (({) RIKEN: (2) Faculty of Medicine, Toho University: (3) Faculty of Pharmaceutical Sciences, Aomori
University)

T 7o OEBELREEE

A new strategy of defensin against Gram-positive bacteria

Keiichi Kawano (1), Takahide Kouno (2), Naoki Fujitani (5), Mineyuki Mizuguchi (4), Tsukasa Osaki (3), Shun-Ichiro Kawabata (3), Tomoyasu
Aizawa (1), Makoto Demura (5) ((1) Grad Sch Sci, Hokkaido Univ: (2) Fac Pharm Sci, Toyama Univ; Dep Biochem Mol Biol & Biophys,Minnesota
Univ: (3) Dep Biol, Kyushu Univ: (4) Fac Pharm Sci, Toyama Univ: (5) Grad Sch Life Sci, Hokkaido Univ)

A (FRERE - IE) 1TA2-01~09 C2 &15/ Room C2

B LR LB T D MNE LBISICB T SRE : Fa—TU 2 ONFvRAYaB-2 YRS YU > OMBAEENS

Significant roles of microtubules in mature striated muscle: Insight from correlative expression of tubulin and its molecular chaperone
alphaB-crystallin

Yoriko Atomi (1), Hyunseok Jee (1), Takashi Sakurai (1), Eri Fujita-Ohto (2) ((1) The University of Tokyo, Radioisotope Center: (2) The University
of Tokyo, The Department of Information and Communication Engineering, Graduate School of Information and Science Technology)

FEBHIALVIICKBF7OFUORIEDANZXA
Mechanism of F-actin bundling by smooth muscle myosin I

Yoh Okamoto (1), Tatsuya Kawai (1), Kohei Morimoto (1), Masahiro Kuragano (1) ((1) Division of Applied Science and Engineering, Muroran
Institute of Technology)
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BRI AL OREBDMEIFEMLO PR
Prediction of fragile points of skeletal myosin rods
Mieko Taniguchi (1), Hideki Tanizawa (2), Ghimire Ganga D. (3), Sigeki Mitaku (2) ((1) Depertment oBiotechnology and Biomaterial Chemistry,

Nagoya University: (2) Dpartment of Aplied Physics, School of Engineering, Nagoya Unversity: (3) Reseach Centre Juelich, Institute of Neuroscience
and Biophysics, Molecular Biophysics )

FEFRHABRRRAGHFDO NI S U AICKDRNBELMRICKDRNRERRLESEEKFHRE DD
Calcium-activated and stretch-activated forces have different temperature dependence in asynchronous flight muscle of insect
Hiroyuki Iwamoto (1) ((/) SPring-8, JASRI)

FHFREIOA—ERICKDTIF U AFOEEDRE
Measurements of motions of actin by neutron spin-echo spectroscopy

Satoru Fujiwara (1), Fumiko Matsumoto (1), Hiroshi Nakagawa (1), Hitoshi Endo (2), Toshiro Oda (3) ((1) Quantum Beam Science Directorate,
Japan Atomic Energy Agency: (2) Inst. Solid State Phys., Univ. Tokyo: (3) RIKENSPring-8 center, RIKEN Harima Inst.)

BFRBIRICEKT L 2 REETIVICE T 2ERAOIREER
Lattice spacing-dependent two state model of striated muscle contraction: Phase diagram and dynamic behavior

Katsuhiko Sato (1), Masako Ohtaki (2), Yuta Shimamoto (3), Ishiwata Shin'Ichi (2) ((1) Dept of Physics, Tohoku Univ.: (2) Dept of Physics, Faculty
of Science & Engineering, Waseda Univ.: (3) Laboratory of Chemistry and Cell Biology, Rockefeller Univ.)

DEEERED R FAN=X b N FENZE - XBEIEICLZER FAR= VEALHOBERT

Molecular mechanism of hypertrophic cariomyopathycaused by troponin mutation: Molecular dynamics and X-ray diffraction study

Maki Yamaguchi (1), Masako Kimura (1), Shigeru Takemori (1), Tetsuo Ohno (1), Nobutake Akiyama (5), Masaru Watanabe (2), Masatoshi Yumoto
(2), Yumiko Otsuka (3), Tsuyoshi Takamura (1), Naoto Yagi (4) ((1) The Jikei university school of medicine, Dept Physiology: (2) Tokyo medical
university, Dept Physiology: (3) Teine keijinkai hospital: (4) SPring-8/JASRI: (5) The Jikei university school of medicine, Dept Molecular
immunology)

TOFURERICEIT MBS 42 BEERESIDZE(L
Protrusion of myosin heads from their backbone in actin removed striated muscle with sarcomere elongation

Masako Kimura (1), Shigeru Takemori (2), Maki Yamaguchi (2), Tetsuo Ohno (2), Naoto Yagi (3) ((1) The Jikei University School of Medicine,
Department of Molecular Physiology; Tokyo Dental College Ichikawa General Hospital: (2) The Jikei University School of Medicine, Department of
Molecular Physiology: (3) Spring8)

BIRER 7 4 AV MEFRADKDIREE : ST UANEICLENFIRBBZR
Water states in myofilament lattice of skeletal muscle: observation of molecular vibration with Raman spectroscopy

Shigeru Takemori (1), Masako Kimura (2), Tetsuo Ohno (1), Maki Yamaguchi (1) ((1) The Jikei University School of Medicine: (2) Tokyo Dental
College; The Jikei University School of Medicine)

L2ZRE 1TA3-01, #E - &K (Ml - RERH - 9F) 1TA3-02
FRIEEER - BOIFHRLE 1TA3-03~06, £&E - ATE-1ERMEE 1TA3-07~09 C3 215/ Room C3

EREERZBEROLEER

Polymorphisms in the bitter taste receptors of primates.

Nami Suzuki (1), Tohru Sugawara (1), Yasuhiro Go (2), Atsushi Matsui (1), Hirohisa Hirai (1), Hiroo Imai (1) (1) Primate Research Institute, Kyoto
University: (2) Biodiversity Global COE program, Graduate School of Science, Kyoto University)

PSD # > /X2 & Homer & Shank BT 5%y b — S &

The Postsynaptic Density Proteins Homer and Shank Form a Polymeric Network Structure

Mariko Hayashi (1), Chunyan Tang (4), Chiara Verpelli (5), Radhakrishnan Narayanan (2), Marissa Stearns (2), Rui-Ming Xu (6), Huilin Li (4),
Carlo Sala (5), Yasunori Hayashi (2) ((1) Department of Pharmacology, School of Medicine, Keio University: (2) RIKEN-MIT Neuroscience Research
Center, The Picower Institute for Learning and Memory, Department of Brain and Cognitive Sciences, Massachusetts Institute of Technology: (3)
Brain Science Institute, RIKEN: (4) Biology Department, Brookhaven National Laboratory: (5) Consiglio Nazionale delle Ricerche, Institute of
Neuroscience and Department of Pharmacology, University of Milan: (6) Structural Biology Program, The Helen L. and Martin S. Kimmel Center for
Biology and Medicine at the Skirball Institute of Biomolecular Medicine and Department of Pharmacology, New York University School of Medicine)

BERBKIBEDA VAU VERERF_ | EXZRELTIVAORMBREEZRET S
Deep-sea water improves cognitive function in mice by increasing the production of insulin-like growth factor-I in the hippocampus

Naoaki Harada (1), Minoru Yoshizawa (2), Yoshizumi Asakawa (2), Kenji Okajima (1) ((1) Department of Translational Medical Science Research,
Nagoya City University Graduate School of Medical Sciences: (2) MARINE GOLD Co., Ltd.)

EEMERREORBBAEBECS T E2REEALCELBEREY
Immunofluorescence imaging and electrical activity during long term development of cultured neuronal networks

Takumi Komatsu (1), Daisuke Ito (1), Naohiro Yamada (1), Hiroki Tamate (1), Kazutoshi Gohara (1) ((1) Division of Applied Physics, Graduate
School of Engineering, Hokkaido University)

BRGRNT 7O0—FICK D RREOEBIBEO ST

A Synthetic Approach for Understanding Olfactory Information Processing in the Moth Brain

Shigehiro Namiki (1), Ryohei Kanzaki (1) ((1) Research Center for Advanced Science and Technology, The University of Tokyo)
BERHERGFRY bU—0 HE=21—-03VE21—-9DETI

Resource-competing oscillator network: A model of amoeba-based neurocomputer

Masashi Aono (1), Masahiko Hara (1) (() RIKEN)
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AV ISR MEREREMRERAVCEERERRPOREE _EROAHRIL

Visualization of lipid bilayer in the crystal of the membrane protein using x-ray contrast variation and anomalous scattering

Yoshiyuki Norimatsu (1), Junko Tsueda (1), Ayami Hirata (1), Shiho Iwasawa (1), Chikashi Toyoshima (1) ((1) Institute of Molecular and Cellular
Biosciences)

THBRBEREEICH (T B PUFAs D&

Effects of disruption of lipid rafts by PUFAs on T cell recognition

Keiko Udaka (1), Satoshi Komaniwa (1), Arisa Yano (1), Toshihiro Komatsu (1), Akifumi Hagi (2) ((1) Department of Immunology, Kochi Medical
School: (2) Otsuka Pharmaceutical Factory, Inc.)

19FAADUTITLSD GPCR ¥4 T —DRBEBDRE
First determination of the dimer dissociation constant of GPCR in the living cell membrane by single-molecule imaging

Rinshi Kasai (1), Eric Prossnitz (2), Akihiro Kusumi (1) ((1) Membrane Mechanisms Project, ICORP-JST, Institute for Integrated Cell-Material
Sciences (iCeMS), Institute for Frontier Medical Sciences, Kyoto University, Kyoto, Japan: (2) Department of Cell Biology and Physiology, University
of New Mexico, Albuquerque, New Mexico, USA)

NFE—%— 1TA4-01~10 C4 £i5/ Room C4

WAEDFOL AMETIVE I VBAMICKDE—F—F U NRIEORBFET—2 3>
MTs tyrosination and polyglutamylation for the traffic navigation of motor proteins
Mitsutoshi Setou (1), Koji Ikegami (1), Yoshiyuki Konishi (1) ((1) Hamamatsu University School of Medicine)

KFTASFE—49—D—FRAMEOEHREREED I a L —2 3 VHK
Mechanism of unidirectional move of KIF1A motor studied by coarse-grained simulations

Ryo Kanada (1), Takeshi Kuwata (2), Kei-Ichi Okazaki (3), Hiroo Kenzaki (1), Shoji Takada (1) ((1) Department of Biophysics, Graduate School of
Science, Kyoto University: (2) Graduate School of Science, Kobe University: (3) School of Advanced Science and Engineering, Waseda University)

BETBNIFT YT, Mycoplasma mobile DR T v T,
Step detection of gliding bacterium, Mycoplasma mobile

Daisuke Nakane (1), Takayuki Nishizaka (2), Makoto Miyata (1) ((1) Graduate School of Science, Osaka City University: (2) Faculty of Science,
Gakushuin University)

Mycoplasma mobile DiBEEENZBET S E/ ¥ O—FILIREDOEIERAL
Target sites of monoclonal antibody inhibiting Mycoplasma mobile gliding
Chie Kawaguchi (1), Shuhei Yoshii (1), Makoto Miyata (1) ((1) Osaka City University)

ERAFM [CKBI 5 REFR FA4= CHRIRBIEDOEHE
The observation of disintegration processes of Chlamydomonas dynein-c by using high-speed AFM

Daisuke Yamamoto (1), Atsushi Miyagi (1), Toshio Ando (1), Hiteshi Sakakibara (2) ((1) Physics, School of Science, Kanazawa University: (2)
Biological ICT Group, National Institute of Information and Communications Technology)

A VOBRENEBREEICEITBLN-T - LADKRE
Role of the lever arm in the subunit coordination in myosin V

Yusuke Oguchi (1), Sergey V. Mikhailenko (2), Takashi Ohki (1), Adrian O. Olivares (3), Enrique M. De La Cruz (4), Shin'Ichi Ishiwata (1) ((1)
Department of Physics, Faculty of Science and Engineering, Waseda University: (2) Department of Physics, Gakushuin University: (3) Department of
Biology, Massachusetts Institute of Technology: (4) Department of Molecular Biophysics and Biochemistry, Yale University)

RADDD ST OF L TASAV METDIAL D V—3FEH
Single-molecule myosin V movement on a tense actin filament

Hiroaki Kubota (1), Yusuke Oguchi (2), Takashi Ohki (2), Shin'Ichi Ishiwata (2) ((1) Major in Pure and Applied Physics, Graduate School of
Advanced Science and Engineering, Waseda Univ.: (2) Dept. of Physics, Faculty of Advanced Science and Engineering, Waseda Univ.)

UN=RZ ¥ A L —RDRICEEDREKFMHE
Temperature Dependence of Positive Supercoiling by Reverse Gyrase

Taisaku Ogawa (1), Katsunori Yogo (2), Shou Furuike (3), Akihiko Kikuchi (4), Kazuhiko Kinosita (1) ((1) Dept. of Phys., Grad. School of Science
and Engineering, Waseda Univ.: (2) Dept. of Phys., Gakushuin Univ.: (3) Dept. of Phys., Osaka Med. Coll.: (4) Nagoya Univ.)

EOEOEEEREF, —ATPase O ML I AIE
Torque measurements of F1-ATPase by using the fluctuation theorem
Kumiko Hayashi (1), Hiroshi Ueno (1), Ryota Iino (1), Hiroyuki Noji (1) ((1) ISIR, Osaka Univ.)

F1-ATPase ;R B 5 RZ 141 6 Bl O — 9 FREERFAT
Single molecule kinetic analysis of the temperature sensitive dwell of F1-ATPase

Tetsuaki Okamoto (1), Shouich Toyabe (1), Eiro Muneyuki (1) ((1) Department of Physics, Faculty of Science and Engineering, Chuo University)

HREMNRE (8%, E8, B8, EE, KE) 1TAS-01~09 C5 &i5/ Room C5

SHREAD Hela HFANDOEBFLRERE DR

Effect of local temperature gradient on HeLa cells in mitotic phase

Masahiro Motoyoshi (1), Madoka Suzuki (2), Kotaro Oyama (1), Takeshi Itabashi (1), Shin'Ichi Ishiwata (1) ((1) Department of Physics, Faculty of
Science and Engineering, Waseda University: (2) COBRI, Comprehensive Research Organization, Waseda University)

SR B B HhEEA AR D A B BRI



1P-172

1TA5-03

1TAS5-04
1P-170

1TAS5-05

1TA5-06

1TA5-07
1P-174

1TAS5-08
1P-173

1TA5-09

1TP2-01
1P-217

1TP2-02
1P-219

1TP2-03
1P-221

1TP2-04
1P-223

1TP2-05
1P-224

1TP2-06
1P-225

1TP2-07

Bilateral regulation of spindle shape at metaphase

Kazuya Suzuki (1), Jun Takagi (1), Takeshi Itabashi (1), Shin'Ichi Ishiwata (1) ((1) Depertment of Physics, Faculty of science and engineering,
Waseda University)

ZhtFENHFRA A— D JikICE S Rho GTPase SEMHALDE—2 F TR L ANJLAIRILERT
Imaging Rho GTPases activation in single dendritic spines by 2-photon fluorescence lifetime imaging microscopy
Hideji Murakoshi (1), Ryohei Yasuda (1) (({1) Duke University Medical Center)

IA—FT 14— 3ERBLELMBICEREINEZSA by oo a BiBED2EREL T hE LW HAADF-STEM ICL S EE
Tight junction-like structures in L cells expressing claudin-3 protein observed by quick-freeze-replica and HAADF-STEM.

Kazunori Kawasaki (1), Tomoki Kato (1), Mikio Furuse (2) ((1) National Institute of Advanced Industrial Science and Technology: (2) Kobe
University Graduate School of Medicine)

FISAHRTOS 7 FaFOS 7 MEERREII T S UBLYEENICEND
Molecular trapped time in metastable raft domains in steady-state cells is much shorter than 1 ms

Kenichi G. N. Suzuki (1), Takahiro K. Fujiwara (2), Akihiro Kusumi (2) ((1) PRESTO-JST; iCeMS, Kyoto University: (2) ICORP-JST; iCeMS, Kyoto
University)

XA OFREROESNEFICHITDMBRAAIN DAL T DBRIET—&E]
A role of [Ca®]; in motile sperms in microfluidic environments

Koji Matsuura (1), Yuka Kuroda (1), Toru Hyakutake (2), Shinichiro Yanase (2), Keiji Naruse (3) (() Research Core for Interdiciplinary Sciences,
Okayama University: (2) Graduate School of Natural Science and Technology, Okayama University: (3) Graduate School of Medicine, Dentistry and
Pharmaceutical Sciences, Okayama University)

R 5EBREORE LICEIT 20N - EE) - h
Cellular Shape, motion and forces on various adhesive surfaces
Hirokazu Tanimoto (1), Miki Matsuo (1), Masaki Sano (1) ((1) Department of Physics, Graduate School of Science, the University of Tokyo )

REVEEOMBERSDONEHIBROBRADKDHD. REANHBDREL 3D Ialb—2 a3 VICLEBEE
quantification and 3D simulation reconstruction of the cytoplasmic streaming in C. elegans embryo to elucidate its mechanical basis

Ritsuya Niwayama (1), Kyousuke Shinohara (2), Akatusuki Kimura (1) ((I/) SOKENDAI;National Instutute of Genetics, Center for Frontier
Research, Cell Architecture Laboratory: (2) Osaka University, Graduate School of Frontier Biosciences, Developmental Genetics Group)

AMNRTavo2ZTalb—2a > OB/ E F-actin EEADIEH
A new theory of stochastic simulation and its application to F-actin dynamics
Kazuhisa Ichikawa (1), Koji Yamada (1), Kensuke Tsuda (1) ((1) Kanazawa Institute of Technology)

%51 HH 13:00~15:30 (10 A 308 (£) ) /Day 1 (Oct. 30, Fri.)

HEM-RE - KRR 1TP2-01~09 C2 £15/ Room C2

Bl NMR [CKBHRESY /8O E ppR EZDERE T204A ODEFHEEZIL DR
Analysis of local protein conformations in photoreceptor ppR and its mutant T204A by solid-state NMR

Tetsurou Hidaka (1), Izuru Kawamura (1), Takudo Nishio (1), Kazuhiro Osawa (1), Naoki Kamo (2), Akira Naito (1) ((1) Graduated School of
Engineering, Yokohama National University: (2) College of Pharmaceutical Sciences, Matsuyama University)

HAMP R XA A > DS FENNEMEN  EFRAEVERMELIBDOT—F £HRET 5 4 —helix bundle i
Molecular dynamical analysis of a HAMP domain: A four-helix bundle structure satisfies the data of electron paramagnetic resonance

Koro Nishikata (1), Sotaro Fuchigami (2), Mitsunori Ikeguchi (2), Akinori Kidera (3) ((1) Supramolecular Biology, International Graduate School of
Arts and Sciences, Yokohama City University: (2) Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City
University: (3) Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City University; Research Program for
Computational Science, RIKEN)

Bk - SEERMEICE TS EEPRED pH KO LEBH S
Comparative studies on the pH-dependency of the active intermediate between rod and cone visual pigments.
Keita Sato (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto University)

MAAVOMBEEZLART L VERBICEIT SV FF— IV REAXRMEHE
Photoisomerization efficiency of the retinal chromophore in rhodopsin mutants with displaced counterion
Kei Tsutsui (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto University)

RBBT IS X VBIREDY A2 RESICHS ZSFERETIRO LLEFER
Comparative analyses of ligand-induced dimeric rearrangements of metabotropic glutamate receptors

Masataka Yanagawa (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto
University )

RNUINTS DR FHEEDRR
Exploring Molecular Functions of Parietopsin

Kazumi Sakai (1), Yasushi Imamoto (1), Takahiro Yamashita (1), King-Wai Yau (2), Chih-Ying Su (2), Yoshinori Shichida (1) (({) Department of
Biophysics, Graduate School of Science, Kyoto University: (2) Department of Neuroscience, Johns Hopkins University School of Medicine)

TObYRYTEBELENITUTZ ORI Y —ORT L D OERGHR
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The mutation study to create proton pumps from a bacterial sensor rhodopsin
Akira Kawanabe (1), Jung Kwang-Hwan (2), Hideki Kandori (1) ((1) Nagoya Institute of Technology: (2) Sogang University)

EHEROR TS OA—R T/ Fa-T ORE
Encapsulation of ion-pumping rhodopsins into multi-wall carbon nanotubes

Takayoshi Kawashima (1), Kazuhiro Yanagi (3), Zheng Liu (4), Yuji Furutani (5), Kazutomo Suenaga (4), Hiromichi Kataura (2), Hideki Kandori
(1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2) Nanotechnology Research Institute (NRI), National Institute of
Advanced Industrial Science and Technology (AIST): (3) Nanotechnology Research Institute (NRI), National Institute of Advanced Industrial Science
and Technology (AIST);Department of Physics, Tokyo Metropolitan University: (4) Nanotube Research Center, National Institute of Advanced
Industrial Science and Technology (AIST): (5) Department of Frontier Materials, Nagoya Institute of Technology;Institute for Molecular Science)

ERFERRAMBE ORI INER
Low-temperature FTIR study of primate color pigments

Kota Katayama (1), Yuji Furutani (2), Hiroo Imai (3), Hideki Kandori (1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2)
Department of Life and Coordination-Complex Molecular Science, Institute for Molecular Science: (3) Primate Research Institute, Kyoto University)

EAE-YH (ZEM, IihifzaxE) 1TP3-01~08 C3 £18/ Room C3

DY BSY RTOTY VHERAPHEICL DY BEHREDRERE
A channeling role of the non-native intermediate in the folding of B -lactoglobulin

Shunsuke Fujioka (1), Kazumasa Sakurai (1), Tsuyoshi Konuma (1), Masanori Yagi (1), Yuji Goto (1) ((1) Inst. Protein Res., Osaka Univ.)

GEITOATY VBHEAIBERAAN DT A—NT a2, ToTr=INTa 20, SRTA=NT 42T
Folding, unfolding and misfolding behaviours of immunoglobulin light chain variable domain

Daizo Hamada (1) ((/) Division of Structural Biology (G-COE), Department of Biochemistry and Molecular Biology, Graduate School of Medicine,
Kobe University)

27 /NSO T VU7 DnakK/Dnal/GrpE RD#EIL & HtpG (CK B U 7+ —IVT 1« > JiEEDORER
Cyanobacterial DnaK/DnalJ/GrpE system and the modulation of its refolding activity by HtpG
Kensaku Fujita (1), Hitoshi Nakamoto (1) ((1/) Department of Biochemistry and Molecular Biology, Saitama University)

FRRAKRBEDFICKBIHRA AU 27 4 542 bOHRASENE & NEEERHA
Cell toxicity and inner structure analysis of novel insulin filaments using novel luminescent conjugate polymers

Takahiro Kobayashi (1), Tamotsu Zako (2), Masafumi Sakono (2), Mikael Lindgren (3), Peter Nilsson (4), Per Hammarstrom (4), Mizuo Maeda (1)
((1) Front.Sci., Univ. Tokyo: (2) RIKEN: (3) Dept. Phys., The Norwegian Univ.: (4) Dept. Chem., Linkoping Univ.)

VIV ARBRFBNFEICKDBEGRRY TINS5 20 ORERR
Characterization of monomeric polyglutamine peptides by replica exchange molecular dynamics simulation

Miki Nakano (1), Hirofumi Watanabe (3), Shigenori Tanaka (2) ((1) Kobe University Graduate School of Human Development and Environment: (2)
Kobe University Graduate School of Engineering : (3) CREST, Japan Science and Technology Agency)

EREOBBIES EHHNRICHTIENDR
Effects of Pressure on Volume-Fluctuation Dynamics of Proteins

Kunitsugu Soda (1), Yudai Shimbo (2), Yasutaka Seki (2), Makoto Taiji (1) ((1) Computational Systems Biology Group, RIKEN: (2) Dept. Bioeng.,
Nagaoka Univ. Technol. )

BHEBAIXNF—HELIDZREIBERORTF ROBEREEOBER
Peptide conformational preferences in different solutions analyzed by transfer free energy calculations
Hironori Kokubo (1), Char Hu (1), B. Montgomery Pettitt (1) ((1) Department of Chemistry, University of Houston)

ElfF NMR LK BNABIVEFEETTOE FAILY b2 D7 2 04 REIRMEEE SRR E O R
Amyloidogenic fibrils and the structure of human calcitonin in the presence of phospholipidbilayers as studied by "*C solid-state NMR

Yuki Abe (1), Miya Kamihira (2), Hikari Watanabe (1), Atsushi Kira (1), Izumi Yamane (1), Izuru Kawamura (1), Akira Naito (1) ((/) Graduate
school of Engneering, Yokohama National University: (2) Institute of Multidisciplinary Research, Tohoku University)

PFE—%F— 1TP4-01~10 C4 £i5/ Room C4

U5 REFREFHHEELETA I OBEEDEERE
Micro-objects driven by Chlamydomonas

Taishi Tonooka (1), Kaori Kuribayashi (1), Hiroaki Onoe (1), Masahiro Takinoue (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science, The
University of Tokyo)

MBS A = (3HRRAMKENICHNERICIVEARXEND

Cell cycle-dependent microtubule-based dynamic transport of cytoplasmic dynein in mammalian cells

Takuya Kobayashi (1), Yoshitaka Kimori (2), Nobuhiro Morone (2), Takashi Murayama (1) ((/) Dept. Pharmacol., Juntendo Univ. Sch. Med.: (2)
Nat. Inst. Neurosci., NCNP)

FROVEMBPESA U PERETBIHNELICE T ERNFE—F —D—3FEBENR
Motility of single molecules of kinesin and cytoplasmic dynein in the presence of many molecules of motor proteins on microtubules

Keitaro Shibata (1), Ken'Ya Furuta (1), Masaki Edamatsu (1), Yoko Toyoshima (1) ((1) Dept Life Sciences, Graduate School of Arts and Sciences,
Univ. of Tokyo)

ENFIH L ORENES OB
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Model analysis of cooperative behavior in multiple myosin system
Takeshi Nakagawa (1), Hiroto Tanaka (2), Kazuo Sasaki (1) ((1) Dept. of Applied Physics, Tohoku Univ.: (2) KARC, NICT; PRESTO, JST)

Iy IV A—ITLDFRT 2D ATP Mk 5 8RR AGHIEH
Role of the neck linker in controlling the ATP hydrolysis reaction of kinesin

Xiao Ling (1), Teppei Mori (1), Michiko Nakajima (1), Michio Tomishige (1) ((1) Department of Applied Physics, school of engineering, the
University of Tokyo)

FRUVIE—I—RAM DR O UFTF T —RETORERIBIEEN
Crystal Structure of Nucleotide-free Kinesin-1 Motor Domain Explains Coordinated Walking Mechanism

Tsukasa Makino (1), Teppei Mori (1), Ken-Ichi Miyazono (2), Masaru Tanokura (2), Michio Tomishige (1) (({) Department of Applied Physics,
University of Tokyo: (2) Department of Applied Biological Chemistry, University of Tokyo)

FRUVHFICLBBNEDRYEBICHET S MILIRSICET H5HR
Characterisation of a torque component present in the kinesins-driven microtubule movement
Junichiro Yajima (1) (1) Department of Physics, Gakushuin University)

2 5 A VIl 242 2 13#8 high duty ratio THh %
Class VIII myosin is an extremely highly duty ratio
Kohji Ito (1), Rie Matsumoto (1), Keiichi Yamamoto (1) ((1) Dept.of Biology, Chiba University)

Dynamics of zipping the kinesin neck linker and an RNA hairpin
Dynamics of zipping the kinesin neck linker and an RNA hairpin
Yasuhiro Imafuku (1), Neil Thomas (2) ((1) Department of Biology, Kyushu University: (2) Physics Department, Birmingham University)

Angle Dependency of ATP binding event in V ; —ATPase

Naciye Esma Uner (1), Masahiro Nakano (1), Daichi Okuno (1), Ken Yokoyama (2), Hiroyuki Noji (1) ((1) The Institute of Scientific and Industrial
Research, Osaka University: (2) ATP Synthesis Regulation Project, International Cooperative Research Project (ICORP), Japan Science and
Technology Agency, Tokyo)

%ES-18E - ¥ITE 1TP5-01~03, BE-HBE/ER - 884 1TP5-04~07, #%EESERE 1TP5-08~10
C5 £15/ Room C5

DFHNZICLDDNA DY T+ —A—2 3 EALICHITHEDREDRE
The effect of environment on the conformational transition of DNA studied by molecular dynamics simulations
Satoshi Fujii (1), Hidetoshi Kono (3), Nobuhiro Go (2), Akinori Sarai (1) (1) Kyushu Institute of Technology: (2) JAEA: (3) PRESTO, JST)

—75H DNA ORI REEMRE (LB (F 2 RERVBROMEXRFE
The Length and Viscosity Dependence of End-to-end Collision Rates in Single-stranded DNA

Takanori Uzawa (1), Ryan Cheng (2), Dmitrii Makarov (2), Kevin Plaxco (3) ((1) Hokkaido University: (2) The University of Texas: (3) University of
California Santa Barbara)

2'—0, 4'—C-aminomethylene bridged nucleic acid(2',4'—BNANCHE&RIC KL B EER pH ICHIF R EY = 2 B 3 KREEZXBER D
e
Promotion of pyrimidine motif triplex formation at physiological pH by 2'-0,4'-C-aminomethylene bridged nucleic acid modification

Kiyomi Sasaki (1), Norihiro Sato (1), Satoshi Obika (2), Takeshi Imanishi (2), Hidetaka Torigoe (1) ((1) Faculty of Science, Tokyo University of
Science: (2) Graduate School of Pharmaceutical Sciences, Osaka University)

YORTOAT7 DNAD4KFEDNABEL YV RTOATHREEBE Potl OFOXA7 DNABE RAL 2 EDHEEER
Interaction between tetraplex structure of mouse telomeric DNA and telomeric DNA binding domains of mouse telomere binding protein Potl
Kaoru Kaneda (1), Hidetaka Torigoe (1) ((1) Faculty of Science, Tokyo University of Science)

RNAER S /O EICH T BEKRE Z B O IR ESHE B OIREL: NOVA-RNA BEEHRTOME
Study of RNA base recognition mechanism by aliphatic surface of RNA-binding protein: Case study of NOVA-RNA complex system

Ikuo Kurisaki (1), Atsushi Matsumoto (2), Kei Yura (3), Shigenori Tanaka (4) ((1) Graduate School of Engineering, Kobe Univ.: (2) Center for
Computational Science and Engineering, Japan Atomic Energy Agency: (3) Graduate School of Humanities and Sciences, Ochanomizu Univ.: (4)
Graduate School of Engineering, Kobe Univ.; CREST)

&N BERFABRESEICEITS 30S-mRNA RBEHD 1 53 FEEMMEHR
Single-molecule force measurement for 30S-mRNA interaction in translation initiation

Tomoaki Masuda (1), Ryo lizuka (1), Takashi Funatsu (1), Sotaro Uemura (3) ((1) Graduate School of Pharmaceutical Sciences, The University of
Tokyo: (2) Center for Nano Bio Integration, The University of Tokyo: (3) Department of Structural Biology, Stanford University School of Medicine:
(4) Precursory Research for Embryonic Science and Technology (PRESTO) )

N OE-DNABEERDOERL Zal—2ay XOVFAY—LADIALFZIOR

Coarse-grained simulation of protein-DNA complex: dynamics of nucleosome

Hiroo Kenzaki (1), Shoji Takada (2) ((1) Deptartment of Biophysics, Graduate School of Science, Kyoto University: (2) Deptartment of Biophysics,
Graduate School of Science, Kyoto University; JST-CREST)

XROVAY—=ALAT - N=T 4 VNORFRNEHAEICLDEHIRIF—-TOT 74

The free energy profile of a nucleosome core particle through the molecular dynamics simulation

Naoko Kanaeda (1), Hisashi Ishida (1), Hidetoshi Kono (1) ((1) Japan Atomic Energy Agency)
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BEERME FERED 237X /BHIFERL KA D DNABSHEICDONT
DNA-binding function of the score and three amino acid peptide repeat domain in a human unknown protein

Yasuhiro Nonaka (1), Shohei Myoba (1), Etsuro Okabe (1), Hideki Muto (2), Masakatsu Kamiya (1), Takashi Kikukawa (1), Tomoyasu Aizawa (1),
Masataka Kinjo (2), Shigeharu Takiya (3), Makoto Demura (1), Keiichi Kawano (1) ((1) Department of Biological Sciences, Graduate School of
Science, Hokkaido University: (2) Laboratory of Molecular Cell Dynamics, Faculty of Advanced Life Science, Hokkaido University: (3) Center for
Genome Dynamics, Graduate School of Science, Hokkaido University)

Rad51 DE&IZL S DNA 1a U U EB) D KEFRE EHE
Real-time imaging of DNA twisting during Rad51 polymerization

Hideyuki Arata (1), Aurelie Dupont (2), Judith Mine-Hattab (2), Axelle Renodon-Corniere (3), Masayuki Takahashi (3), Jean-Louis Viovy (2),
Giovanni Cappello (2) ((1) Curie Institute; JSPS: (2) Curie Institute: (3) Nantes University)

$%2HAH 9:00~11:30 (10A 318 (L) ) /Day2 (Oct. 31, Sat.)

ERE-HE (RI0WE, £WiEtas) 2TA1-01~03
ERE- Y% (REME, IinktiedizE) 2TA1-04~08, NAZEHE 2TA1-09 C1 £i5/ Room C1

MERERP 7 IV T S 2D SH BOBR(LRTIKERRT
Redox state of human lumbar cerebrospinal fluid examined by the sulfhydryl titer of albumin molecules

Seiichi Era (1), Yukie Matsuyama (1), Tomoyoshi Terada (1), Takeshi Minami (1) ((1) Department of Physiology and Biophysics, Gifu University
Graduate School of Medicine)

Kinase Inhibition modeling by Proteometrics and docking analysis
Michael Fernandez (1), Akinori Sarai (1), Ahmad Shandar (2) ((1) Kyushu Institute of Technology. Department of Bioscience and Bioinformatics: (2)
National Institute of Biomedical Innovation. Osaka)

TAF7YV—AICLBBERENRCE T 2RELIEFRTF 5 IV LD RBERERM O IERE
Optimal spacing between ubiquitin modification and unstructured initiation site for efficient proteasome-mediated degradation
Tomonao Inobe (1), Susan Fishbain (2), Sumit Prakash (2), Andreas Matouschek (2) ((1) RIKEN: (2) Northwestern University)

=EH NMR [2& B di-ubiquitin OISR S &
Conformational fluctuation of di-ubiquitin studied by variable pressure NMR spectroscopy

Ryo Kitahara (1), Takashi Hirano (2), Maho Yagi (3), Tsunehiro Mizushima (2), Kzumi Hata (4), Kazuyuki Akasaka (4), Koichi Kato (5) ((1)
Ritsumeikan University; RIKEN Harima: (2) Nagoya City University: (3) Nagoya City University, Institute for Molecular Science: (4) Kinki
University; RIKEN Harima: (5) Institute for Molecular Science; Nagoya City University)

DY ROZVIERS ONRVBED—BIE S L DD+ —INT 4 VU EENT D
Chaperonin assists the folding of denatured polypeptide partly tethered on GroEL
Fumihiro Motojima (1), Masasuke Yoshida (2) ((1) Tokyo Institute of Technology: (2) Kyoto Sangyo Univ.)

I OBRRTF ROBHMEEREICEITS ) VEICDOBBRIIHR
Positional effects of phosphorylation upon fibrillation of tau derived peptide
Takashi Konno (1), Masafumi Inoue (2), Kazuki Tainaka (2), Takashi Morii (2) ((1) University of Fukui: (2) Kyoto University)

EHRIDKDFOMBICBKIZTHNREZBBLE, I NRIBTA—INT 42 IDF VA REED HDO £270—-7 ¢ 9% RIEICK
SR

A scenario for folding of proteins in terms of the changes in the polarization of the water induced by denaturants; f-Lactoglobulin in aqueous
2,2 2-trifluoroethanol

Kazuko Mizuno (1), Sachie Nakajima (1), Yasuhiro Fujituka (1) (1) University of Fukui)

ES73I04 RRURTFROBE_NFEAOESLTIOL RLE
Binding of islet amyloid polypeptide to lipid bilayer and amyloid deposition

Kenji Sasahara (1), Kenichi Morigaki (2), Daizo Hamada (1) ((1) Kobe University, Graduate School of Medicine: (2) Research Institute for Cell
Engineering, National Institute of Advanced Industrial Science and technology)

FhOOARCBROBECEDKRRO—BEIEFETHBEL /O M OBHERY THE
Cytochrome ¢ Oxidase Structures Facilitating the Four-Electron Reduction of Oxygen in One-Step and the High Proton Pump Efficiency

Kazuhiro Ohta (1), Kazumasa Muramoto (2), Kyoko Shinzawa-Itoh (2), Masao Mochizuki (2), Katsumasa Kanda (2), Maki Taniguchi (2), Eiki
Yamashita (1), Tomitake Tsukihara (1), Shinya Yoshikawa (2) ((1) Institute for Protein Research, Osaka University, Japan: (2) Department of Life
Science, University of Hyogo, Japan)

KEY-RE - 2B 2TA2-01~08 C2 15/ Room C2

HAHBIRIF—%F (FRET) 2FALAEREORT OV E RSV RT 1 -2 OREBIEDRN
Detection of the binding of activated rhodopsin and transducin by using fluorescence resonance energy transfer (FRET)

Ryo Maeda (1), Ichirouta Seki (1), Yasushi Imamoto (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate
School of Science, Kyoto University)

G /IO ED GDP-GTP /MRIGICHIF 27 IV T 74T 1=y b CRFRBRDEE
The role of C terminus of alpha subunit in the GDP-GTP exchange reaction on G protein.
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Naoki Kimata (1), Takahiro Yamashita (1), Yasushi Imamoto (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science,
Kyoto University)

T—FORTOMH50TO R REBICEAT 9 KEMR
Spectroscopic study of proton release group of archaerhodopsins

Junya Yamada (1), Kunio Thara (2), Hideki Kandori (1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2) Center for Gene
Research, Nagoya University)

O K7L OMBEAN—TEEZAAESHED R T OME
Study on chimeric archaeal-rhodopsin containing cytoplasmic loops of bovine rhodopsin

Aya Nakatsuma (1), Takahiro Yamashita (2), Akira Kawanabe (1), Yuji Furutani (3), Yoshinori Shichida (2), Hideki Kandori (1) ((1) Department of
Frontier Materials, Nagoya Institute of Technology: (2) Department of Biophysics, Kyoto University: (3) Institute for Molecular Science;Department
of Frontier Materials, Nagoya Institute of Technology)

Proteorhodopsin D&% %2 % E-F IL—TDERE
Mechanism of color-tuning mutation in the E-F loop of proteorhodopsin
Keisuke Yamada (1), Akira Kawanabe (1), Maiko Yoshitsugu (1), Hideki Kandori (1) ((1) Frontier Materials, Nagoya Institute of Technology)

A RT 2 U ICHBIF BERN A RIEMEE(FAIC K S RIGKR I EHEE
Molecular mechanism of long-range synergetic color tuning between multiple amino acid residues in rhodopsin

Hiroshi Watanabe (1), Yoshiharu Mori (2), Takahisa Yamato (3) ((1) Graduate School of Science, Nagoya University; Research Fellow of the Japan
Society for the Promotion of Science: (2) Graduate School of Science, Nagoya University; CREST,JST: (3) Graduate School of Science, Nagoya
University; CREST,JST)

A 70 KT 22NV RGO X SR RIEERN
X-ray crystallographic study of the batho intermediate of squid rhodopsin
Midori Murakami (1), Tsutomu Kouyama (1) ((1) Department of Physics, Graduate School of Science, Nagoya University)

NOTYAART L OMBBEORERBED pH KTFE
Crystal structures of Bacteriorhodopsin's M intermediate at various pH levels
Tsutomu Kouyama (1), Masataka Yamamoto (1), Naoki Hayakawa (1), Midori Murakami (1) ((1) Nagoya University, Graduate School of Science)

K-k EBEE 2TA3-01,02, 9FERE - BEEHRGIE 2TA3-03, £l - #{k 2TA3-04~07
&l 2TA3-08,09 C3 £15%/ Room C3

ATP AN RICBITBEABDKDYI A F IO RENBERDHE
Calculations of dynamics and polarized charges of water molecules in ATP hydrolysis
Takuya Takahashi (1), Hiromu Ishio (1), Tomoki Shiomi (1), Makoto Suzuki (2) ((1) Ritsumeikan University: (2) Tohoku University)

YNV ERBNT Ry IR EEDHTFHIES :
KEAHD—29y R -NTENEICLZEZR

Protein Volume Paradox and its Molecular Picture:
A Study by Surficial Kirkwood-Buff Integral Method

Isseki Yu (1), Masataka Nagaoka (2) (({) Department of Chemistry and Biological Science, College of Science and Engineering, Aoyama Gakuin
University: (2) Graduate School of Information Science, Nagoya University)

Global protein expression profiling with single molecule sensitivity reveals the architecture of biological noise
Yuichi Taniguchi (1), Paul J Choi (1), Huiyi Chen (1), Mohan Babu (2), Andrew Emili (2), Xiaoliang Sunney Xie (1) ((1) Harvard University: (2)
University of Toronto)

FRELYE L (Retracted)

BEBHEAMY AT ADBEGEHAZ N
Exploring the fitness landscape of the protein translation system

Tomoaki Matsuura (1), Yasuaki Kazuta (1), Takuyo Aita (2), Jiro Adachi (1), Tetsuya Yomo (1) ((1) Department of Bioinformatic Engineering,
Osaka Univeristy: (2) Graduate School of Science and Engineering, Saitama University: (3) ERATO, JST)

AIEBME, ME(LRTREME. REM: RBBESEFICKZYI/DOHEH
Plasticity, Evolvability and Robustess: A Macroscopic Theory in terms of Phenotypic Fluctuations
Kunihiko Kaneko (1) ((1) University of Tokyo and ERATO Complex Systems Biology)

DNA EBIERERNH L/-BCEENI I
DNA replication system in self-reproducing vesicles
Kensuke Kurihara (1), Mieko Tamura (1), Kentaro Suzuki (1), Tadashi Sugawara (1) ((1) The Univ. of Tokyo)

EENEFERBKRICE1TS L6] EHE
“Multi-Color” Labeling in Scanning Electron Microscopy

Hyonchol Kim (1), Hiroyuki Takei (2), Kenji Yasuda (3) ((/) Kanagawa Academy of Science and Technology: (2) Kanagawa Academy of Science
and Technology; Department of Life Sciences, Faculty of Life Sciences, Toyo University: (3) Kanagawa Academy of Science and Technology;
Department of Biomedical Information, Division of Biosystems, Institute of Biomaterials and Bioengineering, Tokyo Medical and Dental University)

HMREA D RATNREEZLDRE &€ DFER
Measurement and analysis of local temperature change inside living cells.
Kotaro Oyama (1), Madoka Suzuki (2), Vadim Tseeb (3), Fumichika Ono (4), Yusuke Seto (4), Masahiro Motoyoshi (1), Kaoru Iwai (5), Shin’Ichi



Ishiwata (3) ((1) Pure and Applied Physics, Graduate School of Advanced Science and Engineering, Waseda University: (2) COBRI, Comprehensive
Research Organization, Waseda University: (3) Department of Physics, Faculty of Science and Engineering, Waseda University: (4) Bioscience and
Biomedical Engineering, Graduate School of Advanced Science and Engineering, Waseda University: (5) Department of Chemistry, Faculty of
Science, Nara Women’s University)

SFE—4— 2TA4-01~08, HIIEMMRE (8%, E¥, B8, @E, ) 2TA4-09,10 C4 &5/ Room C4

2TA4-01

2TA4-02
2P-132

2TA4-03

2TA4-04
2P-134

2TA4-05
2P-135

2TA4-06

2TA4-07

2TA4-08

2TA4-09

2TA4-10

2TA5-01
2P-064

2TA5-02
2P-065

2TA5-03
2P-070

BEMNHERAEE—9—ICBIHE—9Y —BREFOXRBISGOREFY
Turnover of subunit-exchange in functioning bacterial flagellar motor

Hajime Fukuoka (1), Shun Terasawa (2), Hiroto Takahashi (1), Yuichi Inoue (1), Akihiko Ishijima (1) ((1) Tohoku Univ.; IMRAM: (2) Tohoku
Univ.;Grad. Sch. Life Sci.)

ERICBIFDFASNAEE—F—DREE MLIIEE
Torque response of bacterial flagellar motor induced by transient heating.
Yuichi Inoue (1), Hajime Fukuoka (1), Akihiko Ishijima (1) ((1) Tohoku University)

F,—ATPase DX b—J)L bJLY

Stall torque of F,-ATPase

Shoichi Toyabe (1), Takahiro Watanabe-Nakayama (2), Tetsuaki Okamoto (1), Seishi Kudo (3), Eiro Muneyuki (1) ((1) Faculty of Engineering, Chuo
University: (2) Grad. School of Bioscience and Biotechnology, Tokyo Institute of Technology: (3) Faculty of Engineering, Toin University of
Yokohama)

Fa—T UV CRHDME L BENEEE CRETERE
The role of extended C-terminal tail of tubulin on weak-binding interaction between motor proteins and microtubules
Itsushi Minoura (1), Seiichi Uchimura (1), Masashi Degawa (1), Etsuko Muto (1) ((1) RIKEN Brain Science Institute)

KFTAD 1 RRET 5D VEB#ICF2—7 ) > CRFFBED?
Is the tubulin C-terminus tail necessary for the 1D Brownian motion of KIF1A?
Masashi Degawa (1), Itsushi Minoura (1), Seiichi Uchimura (1), Etsuko Muto (1) ((1) RIKEN BSI)

WRES A= DRT Y THiE
Walking mechanism of cytoplasmic dynein

Tomohiro Shima (1), Reiko Okura (2), Motoshi Kaya (1), Takahide Kon (2), Hideo Higuchi (1), Kazuo Sutoh (2) ((1) Graduate School of Science,
University of Tokyo: (2) Graduate School of Arts and Sciences, University of Tokyo)

A DHARECH D BIEZEL
Structural changes in dynein molecules accompanying force generation

Hironori Ueno (1), Takuo Yasunaga (2), Chikako Shingyouji (3), Takami Yamaguchi (4), Keiko Hirose (5) ((1) Institute for International Advanced
Interdisciplinary Research, Tohoku University International Advanced Research and Education Organization : (2) Department of Biochemical
Engineering and Science, Kyushu Institute of Technology: (3) Department of Biological Sciences, Graduate School of Science, University of Tokyo:
(4) Department of Biomedical Engineering, Tohoku University: (5) Research Institute for Cell Engineering, AIST)

in vitro j& U EBHR D I A4 2 U EEEOMEiE S SH1-SH2 3853 4 2 VRO 3 RITBERIRE DLEE
Reconstructed 3-D structure of SH1-SH2 crosslinked myosin head and its comparison with intermediate crossbridge configuration during in
vitro motility

Eisaku Katayama (1), Yoshitaka Kimori (2), Norio Baba (3) ((1) Division of Biomolecular Imaging, Institute of Mecical Science, The University of
Tokyo: (2) National Center of Neurology and Psychiatry, National Institute of Neuroscience: (3) Department of Information Science, Kogakuin
University)

HERNOBEDTIF T4 TAVME. AL IND ST EEELPTY
Specific subsets of actin filaments in cells have a high affinity for S1 of myosin II.
Taro Uyeda (1), Akira Nagasaki (1), Akira Ichihara (1), Takashi Hirano (1) ((1) National Institute of Advanced Industrial Science and Technology)

T A —/NERHRR D E L EEE D EERR
Strategies for chemotaxis of amoeboid cells

Shin-Ichiro Nishimura (1), Masaki Sasai (2), Masahiro Ueda (3) ((1) Department of Mathematical and Life Sciences, Hiroshima University: (2)
Graduate School of Engineering, Nagoya University: (3) Graduate School of Frontier Biosciences, Osaka University; CREST, JST)

EHE-5R - BAOAESR 2TAS-01~04, NAAT>>=F7Y>4H 2TA5-05~10 C5 £1#5/ Room C5

&N BETFERS E DRI
Independent Component Analysis of Equilibrium Fluctuations in Proteins

Yusuke Naritomi (1), Sotaro Fuchigami (1), Mitsunori Ikeguchi (1), Akinori Kidera (2) ((1) Supramolecular Biology, International Graduate School
of Arts and Sciences, Yokohama City University: (2) Supramolecular Biology, International Graduate School of Arts and Sciences, Yokohama City
University;Research Program for Computational Science, RIKEN)

RNAREICK DI NI BONEBIEDHTE
Uncovering the hidden structure of the protein using Bayesian inference

Makito Miyazaki (1), Takahiro Harada (2) ((1) Department of Physics, Graduate School of Science, Kyoto University: (2) Department of Physics,
Graduate School of Science, The University of Tokyo)

EREFEBTEICEITZDEFEN FEESHICHT 5 EFRBIHEE O EEHFHE
Electron dose effect on 3D image reconstruction of a biological macromolecular structure by electron cryomicroscopy
Masamichi Ashihara (1), Takayuki Kato (1), Takashi Fujii (1), Hideyuki Matsunami (2), Tomoko Miyata (1), Kenji Iwasaki (3), Keiichi Namba (1)
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((1) Graduate School of Frontier Biosciences, Osaka University: (2) Okinawa Institute of Science and Technology: (3) Institute for Protein Research,
Osaka University)

FEEMOHICK BB S pH $E1%ICE(F 5 Pseudomonas aeruginosa & k& O A ¢ DKFER
Hydration study of Pseudomonas aeruginosa cytochrome ¢551 in the range of acidic to neutral pH by dielectric relaxation spectroscopy

Tetsuichi Wazawa (1), Takashi Miyazaki (2), Takafumi Sonoyama (3), Yoshihiro Sambongi (3), Makoto Suzuki (2) ((1) CREST, JST: (2) Tohoku
University Graduate School of Engineering: (3) Graduate School of Biosphere Science, Hiroshima University)

BHEMIBERETORAIATSXT - E—EVEHICOVTOHRRE NI ab—2a >
An improved simulation of Mycoplasma mobile movements on micropatterned surfaces

Takahiro Nitta (1), Shogo Asano (1), Yuichi Hiratsuka (2), Makoto Miyata (3), Motohisa Hirano (1) ((1) Gifu University: (2) JAIST: (3) Osaka City
University)

HEMERZ S /N B RecA ERWEHRA TT 4 hIL v EV T RO
Development of novel DNA optical mapping method using homologous recombination protein, RecA

Yuya Goto (1), Yuji Kimura (2), Hidehiro Oana (3), Masao Washizu (4) ((1) Department of Mechanical engineering, the University of Tokyo: (2)
Deparment of Bioengineering, the University of Tokyo;JST CREST: (3) Department of Mechanical engineering, the University of Tokyo; JST CREST:
(4) Department of Bioengineering and Mechanical engineering, the University of Tokyo; JST CREST)

RAOAFRBETNAREANC8AHEY -5 —
8-Parallel Bioparticle Sorter with 3-Dimensional PDMS Chip

Hirokazu Sugino (1), Kazuto Ozaki (2), Takahiro Arakawa (3), Yoshitaka Shirasaki (4), Yuki Nara (2), Shuichi Shoji (2), Takashi Funatsu (1) ((/)
The University of Tokyo: (2) Waseda University: (3) Tokyo Medical and Dental University: (4) RIKEN)

REC - XEBHRSHRETHREWMELRS (S Iv o007 LA
Dynamic Microarray Technology for observation of adjacent different beads
Tetsuhiko Teshima (1), Kosuke Iwai (1), Hirotaka Ishihara (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science (IIS), The University of Tokyo)

WEENR7 vy TROT Y b/ OKRT 1 AOBEREEERT —REFAZE TR T 5 EREE — FORRE—
Construction and Function Emergence of Cellular Wet NanoRobotics-Development of Long-term and Room Temperature Operable Insect
Cell Sheet-

Keisuke Morishima (1), Yui Sakuma (1), Kikuo Iwabuchi (1), Yoshikatsu Akiyama (2), Masayuki Yamato (2), Teruo Okano (2) ((I) Tokyo
University of Agriculture and Technology: (2) Tokyo Women's Medical University)

bistable 7z DNA TR&E T %:2E/N> RIXR T 1)L %
Thermal band pass filter implemented with a bistable DNA
Ken Komiya (1), Masayuki Yamamura (1), John A. Rose (2) ((1) Tokyo Institute of Technology: (2) Ritsumeikan APU)

$%£2HH 14:30~16:00 (10 A 31 H (x) ) /Day 2 (Oct. 31, Sat.)

ANAZERE 2TP1-01~06 C1 £t8/Room C1

T A F U EEEMLE T o 0 ABCEBER DB EBIEMRT
Refined structural analysis of azide ion bound cytochrome ¢ oxidase in the oxidized state
Kazumasa Muramoto (1), Rika Inaoka (1), Tomoko Maeda (1), Kyoko Shinzawa-Itoh (1), Eiki Yamashita (2), Tomitake Tsukihara (3), Shinya

Yoshikawa (1) ((1) Dept. of Life Sci., Univ. of Hyogo; Picobio. Inst., Univ. of Hyogo: (2) Inst. for Protein Res., Osaka Univ.: (3) Picobio. Inst., Univ.
of Hyogo; Inst. for Protein Res., Osaka Univ.)

F o OABRLERERF EPRAEOBRICRIDICKSERK

Cytochrome ¢ oxidase crystal in the F intermediate state produced by reoxidation

Kazumasa Muramoto (1), Rie Harada (1), Tomoko Maeda (1), Kyoko Shinzawa-Itoh (1), Eiki Yamashita (2), Tomitake Tsukihara (3), Shinya
Yoshikawa (1) ((1) Dept. of Life Sci., Univ. of Hyogo; Picobio. Inst., Univ. of Hyogo: (2) Inst. for Protein Res., Osaka Univ.: (3) Picobio. Inst., Univ.
of Hyogo;, Inst. for Protein Res., Osaka Univ.)

TI/BERICEEVVLEHT oA cBBILBROKRESSR Y MU — U OBEERR
The functional analysis of hydrogen bond network in bovine heart cytochrome ¢ oxidase by mutagenesis

Ryohta Aminaka (1), Kunitoshi Shimokata (2), Mai Itoh (1), Yukie Katayama (1), Tomitake Tsukihara (1), Shinya Yoshikawa (1), Hideo Shimada
(1) ((1) Graduate School of Life Science, University of Hyogo: (2) WORLD INTEC CO., LTD.)

FhoOACBEBRICBEIZE ROFST7 VRNV IFIEOHRBS I I—A—NVR
Resonance Raman Marker Bands of Hydroxyfarnesylethyl Substituent of Cytochrome ¢ Oxidase

Miyuki Sakaguchi (1), Kyoko Shinzawa-Itoh (1), Shinya Yoshikawa (1), Hiroshi Fujii (2), Takashi Ogura (1) ((1) University of Hyogo: (2) Okazaki
Institute for Integrative Bioscience)

F bo 0O A cEALEERD CO AEHERDBEETIBIZDEH

Structural Relaxation Process of Cytochrome ¢ Oxidase Following Photolysis of Carbonmonoxide

Izumi Ishigami (1), Satoru Nakasima (2), Kyoko Shinzawa-Itoh (1), Shinya Yoshikawa (1), Takashi Ogura (1) ((1) University of Hyogo, Grad.Sch.
Life Sci.: (2) Picobiology Inst., Grad.Sch. Life Sci., University of Hyogo)

KEB S TINLFF O TF—EILKBNLTROFHS

Characterization of the heme degradation by heme oxygenase from aquatic animal, Takifugu rubripes

Taiko Migita (1), Xuhong Zhang (2) ((1) Yamaguchi  University: (2) Yamagata University)
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NAART Y NpHR =243 F150 BEOMHEBEICE > TREREIND
Stabilization of trimeric assembly of halorhodopsin, NpHR by C;-symmetric geometry among F150 aromatic rings

Takashi Tsukamoto (1), Takanori Sasaki (2), Kazuhiro Fujimoto (3), Takashi Kikukawa (4), Masakatsu Kamiya (2), Tomoyasu Aizawa (1), Keiichi
Kawano (4), Makoto Demura (1) ((1) Faculty of Advanced Life Science, Hokkaido University.: (2) School of Science and Technology, Meiji
University.: (3) Graduate School of Science, Kyoto University.: (4) Faculty of Science, Hokkaido University.)

DMPC, DPPC ZEEICB#EBRLANSITUFAART L L ORRERICEF2AZEEAE
Circular dichroism measurement of bacteriorhodopsin reconstituted in DMPC and DPPC bilayer in visible region

Lumi Negishi (1), Taku Kitoh (1), Yasunori Yokoyama (1), Masashi Sonoyama (2), Shigeki Mitaku (1) ((1) Depertment of Applied Physics, Graduate
School of Engineering, Nagoya University: (2) Depertment of Applied Chemistry and Chemical Biology, Graduate School of Engineering, Gunma
University)

MRARSROBARNLE aNY Y IR—BNVIERICEIFTZaNVYIRDT T +—=IT 4 & BAR NS ROBILDORER
The Spontaneous @ -Helix to 8 -Barrel Transition of a Pore-Forming Protein: Timing of Helix Unfolding and B -Strand Alignment

Takehiro Sato (1), Tweten Rodney K. (2), Johnson Arthur E. (1) ((1) Texas A&M Health Science Center: (2) University of Oklahoma Health Sciences
Center)

KCNQ1 F v RIVEEHR bA 4 A b —DEBERFNZE(L
Density-dependent changes in stoichiometry of KCNQ1 complex

Koichi Nakajo (1), Maximilian Ulbrich (2), Yoshihiro Kubo (1), Isacoff Ehud (2) ((1) National Institute for Physiological Sciences: (2) University of
California, Berkeley)

Trans-membrane delivery of semiconductor quantum dots in living cells

Vasudevanpillai Biju (1), Abdulaziz Anas (1), Tetsuya Okuda (1), Tamitake Itoh (1), Mitsuru Ishikawa (1) ((1) Health Technology Research Center,
National Institute of Advanced Industrial Science and Technology (AIST))

JEFH - £EU XA 2TP3-01~05 C3 £158/ Room C3

ERAFAFIVRCBITD /A XBEDL AT LAY A XEKFRIIRY bT—OBEDRET S
Structure of networks determines the system size dependency of noise intensity in collective dynamics
Naoki Masuda (1), Yoji Kawamura (2), Hiroshi Kori (3) ((1) University of Tokyo: (2) JAMSTEC: (3) Ochanomizu University)

U5 REFRICEITHAFERIEMMROMEBS A F IR
Cellular dynamics of light-induced inverted bioconvection in Chlamydomonas reinhardtii
Naoki Sato (1) ((1) University of Tokyo, Graduate School of Arts and Sciences)

BIGH CHERRE C. elegans SR O EFHIFRICIRN S 2O MEDE RN
Biophysical approach on heterogeneity revealed in an isogenic C. elegans cohort
Hitoshi Suda (1), Tetsuji Shoyama (1), Yuka Shimizu (1) ((1) Tokai University: (2) Tokai University: (3) Tokai University)

KaiC (LK B EEMERHHANEREH SasA DU VB L NIV DFIE
Modulation by KaiC of the phosphorylation level of SasA in the main output pathway of the cyanobacterial clock

Jonathan Valencia Swain (1), Kyouhei Bitou (1), Reiko Murakami (1), Katsumi Imada (2), Masahiro Ishiura (1) (({/) Center for Gene Research,
Nagoya University: (2) Graduate School of Frontier Biosciences, Osaka University)

REYSNIVEIC L HEEHERE S /O EORT
Novel interaction sites on cyanobacterial circadian clock proteins revealed by ESR
Risa Mutoh (1), Hiroyuki Mino (2), Reiko Murakami (3), Tatsuya Uzumaki (2), Kentaro Ishii (3), Masahiro Ishiura (3) (() Center for Gene

Research, Nagoya University; Graduate School of Science, Nagoya University: (2) Graduate School of Science, Nagoya University: (3) Center for
Gene Research, Nagoya University)

ERFERHME-BES /IR 2TP4-01~05, 4apiEREZ-HWEST /SO X 2TP4-06 C4 215/ Room C4

RE{fLENERFRHERAVZRAS Y D h—FRIEDORRE
An SVM-Domain Linker Prediction Trained with Optimized Features Selected by Random Forest

Teppei Ebina (1), Hiroyuki Toh (2), Yutaka Kuroda (1) ((1) Dept of Biotech and Life Sci, Tokyo Univ of A & T (TUAT): (2) Div. Bioinf, Med. Inst. of
Bioreg, Kyushu Univ)

SEREZLE#HS S RO ERBEFAALOBABLURE
Insertion and/or deletion regions on protein-protein interface to alter oligomeric states.
Hafumi Nishi (1), Motonori Ota (1) ((1) Grad. Sch. of Inform. Sci., Nagoya Univ.)

HEER7OZ7 74 VERWE ES5E2HD48 /O EOEERRTRER
Post-docking process for flexible protein docking problems by using interaction fingerprints
Nobuyuki Uchikoga (1), Takatsugu Hirokawa (2) ((1) JBIC: CBRC: (2) CBRC)

GPCR A& EFRE G4 /N BiEAERIEDOHEB M
Relation between GPCR structure and G protein coupling selectivity.

Makiko Suwa (1), Yukiteru Ono (2), Minoru Sugihara (1) ((1) National Institute of Advanced Industrial Science and Technology: (2) Information and
Mathematical Science Laboratory Inc.)
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NMR IC K B RAZEMS /X0 BEL I OHBFRMIREEE
A method for systematic assessment of intrinsically unstructured proteins and protein regions by NMR

Natsuko Goda (1), Kana Shimizu (3), Yohta Kuwahara (1), Tamotsu Noguchi (3), Takahisa Ikegami (4), Motonori Ota (5), Hidekazu Hiroaki (1) ((/)
Graduate School of Medicine, Kobe University: (2) 2. Institute for Bioinformatics Research and Development, Japan Science and Technology Agency
(BIRD-JST): (3) 3. Computational Biology Research Center (CBRC), National Institute of Advanced Industrial Science and Technology: (4) Institute
for Protein Research, Osaka University: (5) 5. Graduate School of Information Sciences, Nagoya University)

KRBT —IA T DORASDICHES I YNV B VB EBERTEER DR
Macroscopic Relationships between Protein Phosphorylation and Physical Interaction

Nozomu Yachie (1), Rintaro Saito (1), Naoyuki Sugiyama (2), Masaru Tomita (1), Yasushi Ishihama (3) ((/) Inst. Adv. Biosci., Keio Univ.; Syst. Biol.
Prog., Grad. Sch. Media & Gov., Keio Univ.: (2) Inst. Adv. Biosci., Keio Univ.: (3) Inst. Adv. Biosci., Keio Univ.; PRESTO, JST)

EAB-#%E 2TP5-01~05 C5 £15/ Room C5

TEM & SEM IC& %% » /80 BESBDOBIERT
Structure analysis of membrane protein complexes using TEM and SEM

Chikara Sato (1), Kazuhiro Mio (1), Toshihiko Ogura (1), Yuusuke Maruyama (1), Hidetoshi Nishiyama (2), Mitsuo Suga (2) ((1) National Institute
of Advanced Industrial Science and Technology (AIST): (2) JEOL)

Folding simulations of chignolin by self-learning multiscale method
Wenfei Li (1), Shoji Takada (1) ((1) Kyoto University, Department of Biophysics: (2) CREST, Japan Science and Technology Inc.)

CFTR F + R D B FIgE MR
Three-dimensional reconstruction of human CFTR chloride channel

Kazuhiro Mio (1), Toshihiko Ogura (1), Muneyo Mio (1), Tzyh-Chang Hwang (2), Yoshiro Sohma (3), Chikara Sato (1) ((/) National Institute of
Advanced Industrial Science and Technology: (2) John M. Dalton Cardiovascular Research Center: (3) Keio University School of Medicine)

Real-time observation of model-membrane morphological transformations induced by different amyloid beta molecular

assemblies

Mun'Delanji Vestergaard (1), Masamune Morita (1), Tsutomu Hamada (1), Masahiro Takagi (1) (({) Japan Advanced Institute of Science and
Technology)

S MFREBRERIL FD 3. 5 A DREETOEERT
The structure of rat liver vault at 3.5 A resolution

Koji Kato (1), Hideaki Tanaka (1), Eiki Yamashita (1), Tomoyuki Sumizawa (2), Yong Zhou (3), Min Yao (3), Kenji Iwasaki (1), Masato Yoshimura
(4), Tomitake Tsukihara (5) ((1) Institute for Protein Research Osaka University: (2) University of Occupational and Environmental Health: (3)
Faculty of Advanced Life Science Hokkaido University: (4) National Synchrotron Radiation Research Center: (5) Department of Life Science
University of Hyogo)

$£E3H8H 92:00~11:30 (11 18 (B) ) /Day 3 (Nov. 1, Sun.)

ERE-EREIZ #IF 3TA1-01,02, ERE-EEHAEHER 3TA1-03~08 C1 215/ Room C1

EEMERRENREORAEESEBICE T2 MELCFENT 0 —F
How high affinity material binding antibody can recognize inorganic surface
Takamitsu Hattori (1), Mitsuo Umetsu (2), Takeshi Nakanishi (1), Satoshi Ohara (3), Hiroya Abe (3), Izumi Kumagai (1) ((1) Dept. of Biomol. Eng.,

Grad. Sch. of Eng., Tohoku Univ.: (2) Dept. of Biomol. Eng., Grad. Sch. of Eng., Tohoku Univ.; Center for Interdiscipl. Res., Tohoku Univ.; PRESTO,
JST.: (3) Joining and Welding Res. Inst., Osaka Univ.)

EF—T77OSAMEAIS VRO BEICKDTENT 7 A—U VBN U ABREREBOFRYE
Direct transformation from amorphous to crystalline calcium phosphate facilitated by motif-programmed artificial proteins

Toru Tsuji (1), Kazuo Onuma (2), Akira Yamamoto (3), Mayumi Iijima (4), Kiyotaka Shiba (5) ((1) Keio University Advanced Research Center: (2)
Institute for Human Science and Biomedical Engineering, National Institute of Advanced Industrial Science & Technology: (3) Incubation Center,
PENTAX Coropration: (4) Dental Materials and Technology,Asahi University: (5) Division of Protein Engineering, Cancer Institute, Japanese
Foundation for Cancer Research)

EREBEPSEN_AARIMS O
Principal Component Analysis of Proteins in Dihedral Angle Space

Satoshi Omori (1), Sotaro Fuchigami (1), Mitsunori Ikeguchi (1), Akinori Kidera (1) (({/) Graduate School of Nanobioscience, Yokohama City : (2)
Research Program for Computational Science)

Streptococcus sobrinus Z)VAVIWKS UV RT7 2 5—E— | DTIAAEEREN
Glucan binding specificity of Streptococcus sobrinus glucosyltransferase-I

Hideyuki Komatsu (1) ((/) Dept Bioscience & Bioinformatics, Graduate School of Computer Science & Systems Engineering, Kyushu Institute of
Technology)

DAY MERICHED 9 2 /O BOBBZ(L DR
Investigation of Protein Domain Motions by Molecular Dynamics Simulations
Hiroko Kondo (1), Noriaki Okimoto (2), Gentaro Morimoto (2), Makoto Taiji (1) ((1) The University of Tokyo; RIKEN: (2) RIKEN)
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X#RNAEE THR L/ KaiC O U EbRFMEBEEL

Assembly and Disassembly of Cyanobacterial Clock Proteins Orchestrated by the Phosphorylation-Dependent Conformational Changes of
Pacemaking KaiC

Shuji Akiyama (1), Atsushi Nohara (2), Tatsuro Ishida (2), Kazuki Ito (3), Yuichiro Maeda (4), Tacko Nishiwaki (5), Takao Kondo (5) ((1) Graduate
School of Science, Nagoya University; JST PREST; JST CREST; RIKEN SPring-8 Center: (2) Graduate School of Science, Nagoya University: (3)
RIKEN SPring-8 Center: (4) The Structural Biology Research Center, Graduate School of Sciences, Nagoya University: (5) Graduate School of
Science, Nagoya University; JST CREST)

&R EEEDARESHER ICL UBEENSBREEE(LBIBORA
Protein structural dynamics and function relationships revealed by NMR spectroscopy
Shin-Ichi Tate (1), Chiho Murakami (1), Yuji Horiuchi (1), Eiji Ohmae (1), Kunihiko Gekko (1) ((1) Hiroshima University)

EIEEFIEMEL A 100S UKRY — AD I GBS
Structural analysis of 100S ribosome by cryo-EM

Takayuki Kato (1), Hideji Yoshida (2), Yasushi Maki (2), Shou Furuike (2), Masami Ueta (3), Akiko Sakai (4), Akira Wada (3), Keiichi Namba (4)
((1) Grad. Sch. of Frontier Biosci., Osaka Univ.: (2) Dept. Phys., Osaka Med. Coll.: (3) Yoshida Biol. Lab.: (4) Dept. Chem., Osaka Med. Coll.)

KEM-RE - Z2AH 3TA2-01~09 C2 £33/ Room C2

21E3 D BLUF RAA 2. AppA & PAC OFRN 9B
FTIR study of two BLUF domains, AppA and PAC

Tatsuya Iwata (1), Akihide Watanabe (1), Mineo Iseki (2), Masakatsu Watanabe (2), Hideki Kandori (1) ((1) Department of Frontier Materials,
Nagoya Institute of Technology: (2) School of Advanced Sciences, The Graduate University for Advanced Studies)

74 b FAEYOREERFNRICHELBE R Y — & UTORAEDRERMZIN
Temperature-dependent reaction efficiency of phototropin and possible function of temperature sensor

Yusuke Nakasone (1), Kazunori Zikihara (2), Daisuke Matsuoka (3), Satoru Tokutomi (2), Tomomi Suzuki (1), Akira Nagatani (1), Masahide
Terazima (1) (1) Kyoto University: (2) Osaka Prefecture University: (3) Kobe University)

TEZEHERYE LS T EMNA A EKFHILERIERS 7 MCBDD T S/ BEE
Amino acid residues responsible for Cl'-dependent shift of absorption maximum in red-sensitive cone pigments

Takahiro Yamashita (1), Shuhei Nakamura (1), Kei Tsutsui (1), Takefumi Morizumi (1), Yoshinori Shichida (1) ((/) Department of Biophysics,
Graduate School of Science, Kyoto University)

F=IW S VRVFF—IEREBRLTIA T V. ROTD D O FHEEERT

Functional analysis of all-trans-retinal-containing opsin peropsin

Sari Fujita (1), Takahiro Yamashita (1), Yasushi Imamoto (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science,
Kyoto University)

BRERICEIFS7 LAF 00O RT L U ADEEDER
Analysis of arrestin binding to rhodopsin in lipid bilayer.

Hisao Tsukamoto (1), Abhinav Sinha (2), David Farrens (2) ((1) Osaka City University; Oregon Health & Science University: (2) Oregon Health &
Science University)

PYP 0 N Rk A DEEZALICD VW TOEBHAR
Structural change on the N-terminal domain of PYP
Motoshi Kamiya (1), Shinji Saito (2), Iwao Ohmine (3) ((1) Chem. Dept., Nagoya Univ.: (2) IMS: (3) Fukui Inst.)

& IRV BEICBIT BRCERISDHISMR
Magnetic Field Effects on the photochemical reactions in protein systems

Kiminori Maeda (1), Ema Dell (1), Alexander Robinson (1), Kevin Henbest (1), Adelbert Bacher (2), Monika Joshi (2), Erik Schleicher (4), Stefan
Weber (4), Robert Bittl (3), Peter Hore (1), Chris Timmel (1) (() University of Oxford: (2) Technische Universitat Munchen,: (3) Freie Universitat
Berlin: (4) Albert-Ludwigs-Universitat Freiburg)

PELDOR BIEICKBERBILE Y —4 /U E SyPixD EEHD S 2 /X0 BHEEEROREH
PELDOR analysis of the protein-protein interaction in the blue light sensor BLUF protein SyPixD
Toru Kondo (1), Kazuhiko Tsutsui (1), Shinji Masuda (2), Hiroyuki Mino (1) ((1) nagoya university: (2) tokyo institute of technology)

RE 2R ESRZZRAWVCERAE LY —4 2 /80 F SyPixD DA RIGBEDHFE
Time resolved EPR study of light reaction processes in blue light sensing protein SyPixD

Kazuhiko Tsutsui (1), Tooru Kondou (1), Shinji Masuda (2), Hiroyuki Mino (1) ((1) Nagoya University Graduate School of Science Division of
Material Science: (2) Tokyo Institute of Technology)

KRR - ATBE-44F30R 3TA3-01~04, H4E - ATHE-#8iE - 91t 3TA3-05~09 C3 215/ Room C3

3TA3-01
3P-181

3TA3-02
3P-182

HOHEBEICE T 5 EEDRZERFE
Spatio-temporal regulation of transcriptional pulses during self-organization in Dictyostelium

Noritaka Masaki (1), Satoshi Sawai (2) ((1) JST-ERATO Complex Systems Biology: (2) Graduate School of Arts andSciences, University of Tokyo;
JST-ERATO Comlex Systems Biology)

Functionally rotating mechanism of a multidrug transporter studied by coarse-grained simulation
Xin-Qiu Yao (1), Hiroo Kenzaki (1), Shoji Takada (1) ((1) Kyoto University, Department of Biophysics: (2) CREST, Japan Science and Technology
Corporation)
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I-BAR RAA > DIRBEERFIAFTIVR
Molecular Dynamics of the Membrane Binding by I-BAR Domain

Kazuhiro Takemura (1), Shiro Suetsugu (2), Akio Kitao (3) ((1) IMCB, Univ. of Tokyo;IMS: (2) IMCB, Univ of Tokyo;PRESTO, JST: (3) IMCB,
Univ of Tokyo;CREST, JST)

BRARLDIVICH T BRI R A A HEiE
Periodic domain strucuture on ternary tubular veiscles
Miho Yanagisawa (1), Masayuki Imai (2), Takashi Taniguchi (1) (1) Kyoto University: (2) Ochanomizu university)

ESASHEDRE 2 P FRICHT ZEKRBEBRINR
Heavy water effect on the molecular shape of lipid in non-bilayer structures

Hiroshi Takahashi (1) (1) Biophysics Laboratory, Department of Chemistry and Chemical Biology, Gunma University, Japan)

BER b L RICLBHREY 1 XY RY — ADBHIEIEE(L
Dynamic shape transitions of cell-sized liposomes upon oxidative stress

Tsuyoshi Yoda (1), Mun'Delanji Vestergaad (1), Tsutomu Hamada (1), Yoko Ogawa (2), Yasukazu Yoshida (2), Masahiro Takagi (1) ((1) School of
Materials Science. JAIST: (2) Health Technology Research Center AIST)

IEE - AEERRESRZAVLEGERRANDEE — S FREECFEDORFR
Detergent assisted formation of substrate supported phospholipid membranes

Kenichi Morigaki (1), Shigeki Kimura (1), Takehiko Inaba (1), Takashi Okazaki (1), Takashi Kawasaki (1), Hiromasa Imaishi (2) ((/) National
Insitute of Advanced Industrial Science and Technology: (2) Research Center for Environmental Genomics, Kobe University)

2B ICL D IREEDE
Faculty of Science and Technology, SEIKEI University
Yuuta Kawashima (1), Tsutomu Takahashi (1), Seiichi Suzuki (1) ((1) Faculty of Science and Technology, SEIKEI University)

Tov 03 BRAOORBERNVE—BEEND I ORI
FORMATION OF MONODISPERSE VESICLES WITH A MICROFLUIDIC T-JUNCTION

Tomoaki Kurakazu (1), Shoji Takeuchi (1) ((1) Center for International Research on Micromechatronics, Institute of Industrial Science, The
University of Tokyo)

HRRAEMAIRE (125, EF), B8 &F, KB) 3TA4-01~10 C4 215/ Room C4

IR B DR S 2 REE BB T 20 F OB S HRRERD S ORRECEE T 2 iR
State transition and dissociation kinetics of membrane-bound molecules revealed by single-molecule imaging

Satomi Matsuoka (1), Tatsuo Shibata (2), Masahiro Ueda (1) ((1) Graduate School of Frontier Biosciences, Osaka University;JST, CREST: (2)
Department of Mathematical and Life Science, Hiroshima University;PREST, JST)

XA B IC L B B/ NERBE BN RE D RAR
X-ray diffraction analysis of the dynamic features of microtubule structure

Shinji Kamimura (1), Hiroyuki Iwamoto (2), Daisuke Miyashiro (3) ((1) Department of Biological Sciences, Faculty of Science and Engineering,
Chuo University: (2) Life and Environmental Division, SPring-8, JASRI: (3) Department of Life Sciences, Graduate School of Arts and Sciences, The
University of Tokyo)

B—BWERS A 30 ADOFHRIE
Visualization for dynamics of single focal adhesion formation
Hideaki Miyoshi (1), Tadao Sugiura (1), Kotaro Minato (1) ((1) Nara institute of science and technology)

RAMHERBOERSY XV RHDOHME
Histamine and exocytosis in mast cells studied with 'H-NMR

Kazuo Yoshizaki (1), Takashi Hayano (2), Mitsuo Kitamura (1), Naoki Arizono (3) ((1) Univ Tokushima Grad Sch, Inst HBS, Dpt Physiol.: (2) Otsu
Municipal Hospital; Univ Tokushima, Sch Med, Dpt Physiol: (3) Kyoto Pref Univ Med, Dpt Med Zool)

FTRUDAA A VBB E—F —BETEFS /SO E PomB DRY TS5 XA R AL 2 DiEE L BEEDRR

Structural and functional analysis of the periplasmic domain of PomB, a stator component of the sodium-driven bacterial flagellar motor

Seiji Kojima (1), Katsumi Imada (2), Mayuko Sakuma (1), Keiichi Namba (2), Michio Homma (1) ((1) Division of Biological Science, Graduate
School of Science, Nagoya University: (2) Graduate School of Frontier Biosciences, Osaka University)

ATRFTRICK VAL EHE S TERAEE—S —EEE MV O RED O ICHERETEF & Na 1 F U ESDIRE

Assignment of the essential Na+ binding of a stator unit for torque generation of bacterial flagellar motor by ATR-FTIR spectroscopy

Yuki Sudo (1), Yuya Kitade (2), Yuji Furutani (2), Masaru Kojima (3), Seiji Kojima (3), Michio Homma (3), Hideki Kandori (2) ((1) Division of
Science, Nagoya University; JST, PRESTO: (2) Department of Frontier Materials, Nagoya Institute of Technology: (3) Division of Science, Nagoya
University)

BETOFUT 4 A2 MPHIE ‘B Op
Why actin pointed end is the slow end?
AKkihiro Narita (1), Yuichiro Maeda (1) ((1) Structural Biology Research Center, Nagoya Univ.)

mAEE S/ it AV EHIR S > /RO BONERBICK S HFaEREDR TR
A novel method of cell discrimination by mechanical detection between cytoskeletal marker protein and antibody immobilized on nanoneedle

Shingo Mieda (1), Chikashi Nakamura (2), Takanori Kihara (3), Noriyuki Nakamura (2), Jun Miyake (2) (({) Department of Biotechnology and Life
Science, Tokyo University of Agriculture and Technology: (2) Research Institute for Cell Engineering, Institute of Advanced Industrial Science and
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Technology: (3) Center for NanoBio Integration, The University of Tokyo)

REY B BEIRNDMNEEHIRE PECAM- 1 DR
Role of dynamic recruitment of Endothelial PECAM-1 to Transmigrating Monocytes

Noriyuki Kataoka (1), Ken Hashimoto (2), Satoshi Mohri (2), Fumihiko Kajiya (1) ((1) Kawasaki University of Medical Welfare: (2) Kawasaki
Medical School)

KRB S E (LK DREEIS
Phenotypic fluctuation induced biological adaptation

Bei-Wen Ying (1), Yoichiro Ito (3), Yoshihiro Shimizu (1), Yuki Matsumoto (1), Junya Ichinose (3), Saburo Tsuru (1), Tetsuya Yomo (4) ((1) Grad.
Sch. Information Sci. & Tech., Osaka Univ.: (2) Grad. Sch. Frontier Biosci.: (3) ERATO, JST: (4) Grad. Sch. Information Sci. & Tech., Osaka Univ.;
Grad. Sch. Frontier Biosci., Osaka Univ.; ERATO, JST)

EBHE-#iE 3TAS-01~05, BRERE 3TA5-06~08 C5 &5/ Room C5

RERICE>T 13 ERRE(LLZBPTI ZERBOBERVARE H DR
THERMODYNAMIC AND STRUCTURAL ANALYSIS OF A 13-DEGREE STABILIZATION IN BPTI VARIANTS

Mohammad Islam (1), Shihori Sohya (1), Keiichi Noguchi (1), Shun-Ichi Kidokoro (2), Masafumi Yohda (1), Yutaka Kuroda (1) ((1) Tokyo
University of Agriculture and Technology (TUAT): (2) Nagaoka University of Technology)

BE - EACLIRTFROBEEL : RIFN=VU v - INFY—SINSFBAFEIab— 3>
Conformational changes of a peptide induced by temperature and pressure: multibaric-multithermal molecular dynamics simulations
Hisashi Okumura (1) ((1) Institute for Molecular Science, The Graduate University for Advanced Studies)

PEFEXBROSNRERRBITICLSTIERIS RS —E-HEFBSEROLRTFIBIE

Structure of Porcine Pancreatic Elastase in Complex with Peptidic Inhibitor Determined by High Resolution Neutron and X-ray
Crystallography

Taro Tamada (1), Takayoshi Kinoshita (2), Kazuo Kurihara (1), Motoyasu Adachi (1), Takashi Oohara (1), Toshiji Tada (2), Ryota Kuroki (1) ((/)
Japan AtomicEnergy Agency: (2) Osaka Prefecture University)

BREIE S OB ARV OZEF A — L 2 R ESR ICK B HBIER
Structural Analysis of Troponin in Regulation of Muscle Contraction by Double Quantum Coherence ESR

Jun Abe (1), Yasunori Ohba (1), Shoji Ueki (2), Toshiaki Arata (3), Seigo Yamauchi (1) ((1) Institute of Multidisciplinary Research for Advanced
Materials, Tohoku University: (2) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri University: (3) Department of Biological Sciences,
Graduate School of Science, Osaka University )

HET RUBREDO 2 BNMESRr ANEY DUDNERT EIANTAONT S Y —BEIEESEO L EEERT
Three-dimentional structure analysis of staphylococcal 7 -hemolysin heteroheptameric transmembrane pore complex
Noriko Tomita (1), Hitomi Anzai (2), Jun Kaneko (3), Yoshiyuki Kamio (4), Makoto Ohta (1) ((1) Institute of Fluid Science, Tohoku University: (2)

Graduate School of Engineering, Tohoku University: (3) Graduate School of Agricultural Science, Tohoku University: (4) Department of Human
Health and Nutrition, Shokei Gakuin College)

BFRERBINICE S THSHICKE > /2 b MRMIKEERE/N Y R 3EEB R A 2 DOIGEE
The three-dimensional structure of human erythrocyte band 3 membrane domain determined by electron crystallography

Tomohiro Yamaguchi (1), Yoko Hiroaki (2), Yohei Ikeda (1), Yoshito Abe (3), Hiroyuki Kuma (5), Dongchon Kang (4), Naotaka Hamasaki (5),
Yoshinori Fujiyoshi (2), Teruhisa Hirai (1) ((1) RIKEN Harima Institute: (2) Faculty of Science, Kyoto Univ: (3) Graduate School of Pharmaceutical
Sciences, Kyushu Univ: (4) Graduate School of Medical Sciences, Kyushu Univ: (5) Faculty of Pharmaceutical Sciences, Nagasaki International
Univ)

DFHNENFEERANET O TRY VICHAT MR
Molecular Dynamics Simulations of Aquaporin

Yoshinori Hirano (1), Kenji Yasuoka (2), Makoto Suematsu (1), Masato Yasui (1) ((1) School of Medicine Keio University : (2) Keio University
Science and Technology)

By NROETOTRY L OBELEL
The Structure and Evolution of Aquaporin

Michiko Nosaka (1), Kei Yamasita (2) ((1) Sasebo National College of Technology: (2) Tyugai Pharmaceutical Co. Ltd./ Kurume National College of
Technology)

%3 HH 12:00~13:30 (11 A 18 (H) ) /Day 3 (Nov. 1, Sun.)

EaEREE-9 Tk 3TP1-01, HELEME 3TP1-02~06 C1 £15/ Room C1

GPCR DAY IR —(LHARD/=HD U TH—ER
Web services to investigate GPCR oligomerization

Wataru Nemoto (1), Kazuhiko Fukui (1), Hiroyuki Toh (2) ((1) Advanced Industral Science and Technology, Computational Biology Research
Center: (2) Kyushu University, Medical Institute of Bioregulation)

Akt BEROO—/SR 7 1 IV YHHEICK D EGF ZBRETROY VB & FIVEE DR
Decoupling of receptor and downstream phosphorylation in Akt pathway by its low-pass filter characteristics

Yu Toyoshima (1), Kazuhiro Fujita (2), Shinsuke Uda (1), Yu-Ichi Ozaki (1), Hiroyuki Kubota (1), Shinya Kuroda (1) ((1) Department of Biophysics
and Biochemistry, Graduate School of Science, University of Tokyo: (2) Department of Computational Biology, Graduate School of Frontier Sciences,
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AR T RIS 2 2L —2 3 VDAL DICT BESEERRICE T 5RBEREBEORE: MAP £ F—E£411C
High-performance particle reaction-diffusion simulations reveal roles of spatio-temporal correlations in signaling pathways: a study on the
MAP kinase system

Koichi Takahashi (1), Sorin Tanase-Nicola (2), Pieter Rein Ten Wolde (2) ((1) RIKEN: (2) AMOLF)

ENHEERAOT 1 - TBEILRES NS HMREHORE
Locomotive history of Physarum plasmodium recorded in its tubular structure

Tomohiro Shirakawa (1), Yukio-Pegio Gunji (2), Yoshihiro Miyake (1) ((1) Department of Computational Intelligence and Systems Science,
Interdisplinary Graduate School of Science and Engineering, Tokyo Institute of Technology: (2) Department of Earth and Planetary Sciences,
Graduate School of Science, Tokyo Institute of Technology )

NOTFUVTFDE VT /A XEERN
Bacterial chemotaxis is enhanced by nonadaptive fluctuation in sensory system
Masatoshi Nishikawa (1), Tatsuo Shibata (2) ((1) Hiroshima University, CREST: (2) Hiroshima University, CREST, PREST)

EENTFONY RATOREFHEI2L—T 3B
Computational Simulation of the Behaviors of Bilogical Macromolecules on Patterned Surfaces

Dan Zhu (1), Bo Zhao (1), Chun Mao (1), Xiaohua Huang (1), Masaru Matsuo (2) ((1) Jiangsu Key Laboratory of Biofunctional Materials, College of
Chemistry and Environmental Science, Nanjing Normal University: (2) Nara Women's University)

SEM-KEREK 3TP2-01~05 C2 £33/ Room C2

EEER L /ATENERMEE RSO DOFRNDHHAR
FTIR study of metal-replaced bacterial photosynthetic reaction center.

Akihide Watanabe (1), Tastuya Iwata (1), Mark L Paddock (2), Melvin Y Okamura (2), Hideki Kandori (1) ((1) Department of Frontier Materials,
Nagoya Institute of Technology: (2) Department of Physics, University of California, San Diego.)

FEMES VRO D3 IFEEMICHKIALTNS D1 LU HBENICREANLER I EEREEBRT S
The substitution of D1:3 for D1:1 in Photosystem II of Thermosychenococcus elongatus results in a structurally more stable complex.

Miwa Sugiura (1), Sayo Harada (2), Eri Iwai (2), Takashi Manabe (2), Hidenori Hayashi (1), Alain Boussac (3) ((1) Cell-Free Science and
Technology Research Center, Ehime University: (2) Department of Chemistry, Ehime University: (3) iBiTec-S, CEA Saclay, France)

YRRV SHAHALPICEALIHFRES T /N TV THRALZER | AT EEEROHEE
Function of photosystem II core complexes of a thermophilic cyanobacterium introduced into silica mesoporous materials

Tomoyasu Noji (1), Chihiro Kamidaki (1), Keisuke Kawakami (2), Jian-Ren Shen (2), Tsutomu Kajino (3), Yoshiaki Fukushima (3), Takeshi Sekitoh
(4), Shigeru Itoh (1) ((1) Division of Material Science, Graduate School of Science, Nagoya University: (2) Graduate School of Natural Science and
Technology, Okayama University: (3) Toyota Central R&D Labs. Inc.: (4) TOYOTA MOTOR CORPORATION)

Ca>*ERRELAEMN IS RI—DS  BLUSHEELIKEED ESR
Modified S,-state and higher oxidized state EPR signal in Ca**-depleted Mn-cluster.
Momoko Kuriyaki (1), Hiroyuki Mino (1) ((1) Graduate School of Science, Nagoya University)

Photosystem |l DEHEBERENSEDLSICLTZAOAT 4 ILR7 P680 DEHLEMEHhZESIZEHLTWS D
How photosynthetic reaction centers control oxidation power in chlorophyll pairs P680 in Photosystem II
Hiroshi Ishikita (1) ((1) Kyoto University, Career-Path Promotion Unit for Young Life Scientists)

NAFA A=Y 45 3TP3-01~06 C3 %15/ Room C3

DNA—AY A —EHEERAD 1 NFHE
Single—molecule observation of DN A-helicase interaction

Hiroaki Yokota (1), Yuko Chujo (2), Emi Nishimoto (3), Yoshie Harada (3) ((1) iCeMS, Kyoto Univ.; PRESTO, JST: (2) Dept. of Frontier Sci., Univ.
of Tokyo: (3) iCeMS, Kyoto Univ.)

B DNA FRAVAS—EDFRDL D ARICEEESSD

Direct Observation of DNA Unlinking Magic by a Type-1I DNA Topoisomerase.

Katsunori Yogo (1), Taisaku Ogawa (1), Saki Obata (1), Gen Nakajima (1), Junpei Suzuki (1), Kazuhiko, Jr. Kinosita (1) ((1) Department of Physics,
Waseda University)

#BA MRNA O RISEEBR L FAIEICT SEARB I O—7
Long-term monitoring of intracellular mRNA by hybridization-sensitive fluorescent nucleotide probe
Takeshi Kubota (1), Shuji Ikeda (1), Hiroyuki Yanagisawa (1), Mizue Yuki (1), Akimitsu Okamoto (1) (({) ASI, RIKEN)

MR RF ER LV GFP1T 9 FRABBFE— A D 3 RITEHR
Three dimensional measurement of emission dipole orientation of single GFP molecules by the use of axisymmetric polarizers

Tomomi Tani (1), Mami Nomura (4), Kenta Saito (2), Takeharu Nagai (1) (() Resarch Institute for Electronic Science: (2) Nikon Imaging Center,
Hokkaido University: (3) JST: (4) Graduate School of Frontier Sciences, University of Tokyo)

KFEME AT R A X RGAAE) CEFERBEOA 9507« THRRICL S, MlNEZE2EET 5B E0RE
Interactive observation of optical and electron microscopy revealed moving particles in the nucleus.
Kaoru Katoh (1), Ayako Kojima (1), Emiko Kobayashi (2), Kazunori Kawasaki (2) ((1) Neurosci. Res. Inst, AIST: (2) Cell Eng. Res. Inst,, AIST)
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A MVT T ED Y ZRTRERBRDEE AFM BREADERA
Streptavidin 2D crystals as solid supports for the visualization of biomolecular processes by high-speed AFM

Daisuke Yamamoto (1), Naoki Nagura (2), Sacko Omote (2), Masaaki Taniguchi (2), Toshio Ando (1) ((1) College of Science and Engineering,
Kanazawa University;CREST/JST: (2) College of Science and Engineering, Kanazawa University)

Z0fth 3TP4-01, R4 - 53t 3TP4-02~04, 7/ LEWMZE-T/ AtEE 3TP4-05 C4 £15/ Room C4

T+ b 7+—RICKBKBRPDT X/ BEDOHFHR
Optical Trapping of Amino Acids in Aqueous Solution by Photon Force
Tatsuya Shoji (1), Yasuyuki Tsuboi (1), Noboru Kitamura (1) ((/) Hokkaido Univ.)

—BA—Ha0 LEEF 1 — T DR
Formation of an epithelial tube of single cell-size circumference

Hisao Honda (1), Tatsuzo Nagai (2), Housei Wada (3), Kagayaki Kato (3), Shigeo Hayashi (3) ((1) Hyogo University: (2) Kyushu-Kyoritsu University
RC: (3) RIKEN CDB)

RECHRELCHOBBRICHONDIESEBELE 2 —THA >
Variational and Modular Design of Moth Wing Pattern Mimicking a ‘Dead Leaf’
Takao Suzuki (1), Shigeru Kuratani (1) (/) RIKEN CDB Lab. for Evol. Morph.)

=7 MUBBDOFBHIL cSWIP-1 IC& > THFER MR, S 2MET S

Differentiation of smooth muscle in chiclen gizzard is induced by cSWiP-1 protein

Akio Inoue (1), Kazuki Mori (1), Takefumi Kofuji (1) ((1) Department of Biology, Graduate School of Science, Osaka University)
BILFHERBENORADBEE T/ NITUTOT /) AigiEtE(l

Evolution of isoapostatic genome structure in marine cyanobacteria.

Naobumi Sasaki (1), Naoki Sato (1) ((1) University of Tokyo)



RRAY —HK Poster Presentations

In this program, the speaker is shown by bold characters.

Place your poster on the board which is 90 cm (width) x 210 cm (height). You should present your poster in a whole
day that is assigned. The first digit of your poster number is the assigned day (1, Oct. 30; 2, Oct. 31; 3, Nov. 1). The
final three digits indicate the poster panel number. Place your poster at 9:00-10:00 in the morning, and discuss with the

participators according to the following table. Remove it after the discussion time.

final digit Day 1, Oct. 30 Day 2, Oct. 31 Day 3, Nov. 1
odd number 16:00-17:00 16:15-17:15 13:30-14:30
even number 17:00-18:00 17:15-18:15 14:30-15:30
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EAMREVHEERZRVEFRNMRIEICLD VI b—REES VNI BOREKEFNEEBEELER
Ligand-induced molecular morphological change of maltose binding protein revealed by a novel NMR approach using anisotropic spin
interactions

Noriaki Hiroguchi (1), Aiko Imada (1), Shin-Ichi Tate (2) ((1) Dept. Mathematical and Life Sciences, Hiroshima Univ.: (2) Dept. Mathematical
and Life Sciences, Hiroshima Univ.;,PRESTO/JST )

Bovine M3k Y & VR EERR H-protein O/NEHNRIET TORERIL &SN HREE X IR RBERFT
Crystallization in microgravity conditions and high-resolution X-ray crystallography of bovine H-protein of the glycine cleavage system

Akifumi Higashiura (1), Takeshi Kurakane (1), Makoto Matsuda (1), Mamoru Suzuki (1), Kazuko Fujiwara (2), Koji Inaka (3), Masaru Sato (4),
Tomoyuki Kobayashi (4), Tetsuo Tanaka (4), Hiroaki Tanaka (5), Atsushi Nakagawa (1) ((1) Institute for Protein Research: (2) Institute for Enzyme
Research: (3) Maruwa Foods and Biosciences, Inc.: (4) Japan Aerospace Exploration Agency: (5) Confocal Science, Inc.)

EM Navigaor TR % 3 R tEFEMEICL2EBET—%F
Viewing 3D electron microscopy data by EM Navigator
Hirofumi Suzuki (1), Kenji Iwasaki (1), Haruki Nakamura (1) ((1) IPR, Osaka-univ.: (2) Protein Data Bank Japan)

In-cell NMR [C & 2 #IlaNE B E O 2 FENEERRR
Structural and dynamical studies of proteins in living cells by in-cell NMR spectroscopy

Junpei Hamatsu (1), Tomomi Hanashima (1), Masaki Mishima (1), Yutaka Ito (1) ((1) Department of Chemistry Tokyo Metropolitan University;
CREST/JST)

In-cell NMR & FHWV=EMBERNICE T2 TOTA 2 G Bl RAS VOB RBER
Structure determination of protein G B1 domain in living E. coli cells by in-cell NMR spectroscopy

Tomomi Hanashima (1), Junpei Hamatsu (1), Masahiro Shirakawa (2), Masaki Mishima (1), Yutaka Ito (1) ((1) Dept. of Chem., Tokyo Metropolitan
Univ.; CREST/JST: (2) Dept. of Eng., Univ. of Kyoto; CREST/JST)

EEXINAILEICKDRA T+ TELUBBROTERET = U F U ADEA A 227 OEIERE

Evaluation of iron core size in native and reconstituted horse spleen ferritin molecules using anomalous small-angle X-ray scattering technique

Yoji Inoko (1), Yoshitsugu Kataoka (1), Akira Ogata (1), Yasushi Watanabe (2) ((/) Graduate School of Engineering Science, Osaka Univ. : (2)
National Food Research Institute)

HWENAET v o HEEREOBIKRE FREME C L S BERT
Structural analysis of the flagellar hook-filament junction by electron cryomicroscopy
Fumiaki Makino (1), Takayuki Kato (1), Tomoko Miyata (1), Keiichi Namba (1) ((1) Graduate School of Frontier Bioscience, Osaka University)

SHAMHRERDERES FOBRBEEEFRBIRICLSEE - O REBIERFT : RFOBEEZBIELT
High-throughput, high-resolution cryoEM structural analysis of helical assemblies of biological macromolecules toward atomic resolution
Takashi Fujii (1), Takayuki Kato (1), Keiichi Namba (1) ((1) Graduate School of Frontier Biosciences, Osaka University)

BEFRRESOLEAEY 7SV —2KRATE707 7 M N RAEFERISET IV ORFRE
Development of Profile Conditional Random Fields for Modeling Protein Families with Structural Information
AKkira Kinjo (1) ((1) Institute for Protein Research, Osaka University)

FryvTov oo arATOFvRUEBROBEEEICET SEBENER
Structural insight into docking compatibility of heterotyic gap junction channel

So Nakagawa (1), Shoji Maeda (1), Michihiro Suga (1), Eiki Yamashita (1), Tomitake Tsukihara (1) ((/) Institute fot Protein Research, Osaka
University: (2) Department of Life Science, University of Hyogo)

X#RNEEELIEIC K B CEL—IIl D2 EFR(LEBRUZ DIEERT
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1P-021

1P-022
1TA1-02

1P-023

1P-024
1YP1-07

1P-025

1P-026

ANALYSIS OF THE OLIGOMERIZATION MECHANISM AND STRUCTURE OF CEL-III BY SMALL-ANGLE X-RAY SCATTERING

Shuichiro Goda (1), Hitoshi Sadakata (1), Keigo Hisamatsu (1), Yuzuru Hiragi (2), Tomomitsu Hatakeyama (1) ((1) Nagasaki University: (2) Kansai
Medical University)

Bk MTHT EEHBRUO_DD Asp BED 7O bR—2 3 VIREDSREZHFENFEIalb—2 3>
Molecular dynamics simulations of human MTHI1 under different protonation states for two Asp residues in its active site

Ken-Ichiro Sawada (1), Shin-Ichi Fujiwara (1), Takashi Amisaki (1), Yuriko Yamagata (2) ((/) Department of Biological Regulation, Faculty of
Medicine, Tottori University: (2) Graduate School of Pharmaceutical Sciences, Kumamoto University)

BHOYR—- RIS OEBEDEICL DI NI BRAEBETAEORMTRE
Development of protein local structure prediction method based on combination of multiple support vector machines
Shugo Nakamura (1), Masanori Kakuta (1), Kentaro Shimizu (1) ((1) The University of Tokyo)

7 I/ BABEORTF RIAGEEICRIZTHE
The side chain effects on the conformation of the peptides

Ryota Jono (1), Kentaro Shimizu (1), Tohru Terada (2) ((1) The university of Tokyo: (2) Molecular Scale Team, Computational Science Research
Program, RIKEN)

NAAQDANAZy bEZBELEVAY REEY VNV BET -9 N—RDIEE
Development of protein-ligand complex's database considering biological units

Hiroki Ikezawa (1), Mizuki Morita (2), Kentaro Shimizu (1) ((/) Graduate School of Agricultural and Life Sciences, The University of Tokyo: (2)
National Institute of Biomedical Innovations)

FENFEEAVEBRESR  BMSERNERICK AN KBILREERKBBROEERELORE
Computationally assisted enzyme design: Converting substrate specificity of p-hydroxybenzoate hydroxylase by site directed mutation

Kohsuke Hida (1), Seiji Saito (2), Tatsunari Nishi (3), Kentaro Shimizu (1) (1) Department of Biotechnolgy, Graduate School of Agricultural and Life
Science, The University of Tokyo: (2) Graduate School of Agricultural and Life Science, The University of Tokyo; Genaris, Inc.: (3) Agricultural
Bioinfomatics Research Unit, Graduate School of Agricultural and Life Science, The University of Tokyo,;Genaris, Inc.)

RYUXRERBED in silico fEHT
In silico approaches for predicting botulinum toxin structure

Tomonori Suzuki (1), Tohru Ohyama (2), Toshihiro Watanabe (2), Koichi Niwa (2), Satoru Miyazaki (1) ((1) Fac. of Pharmaceutical Sciences, Tokyo
University of Science: (2) Fac. of Bioindustry, Tokyo University of Agriculture)

EHEIBBEPHOLODAS 7 ORRE
Development of a meta-score for protein structure prediction
Matsuyuki Shirota (1), Takashi Ishida (2), Kengo Kinoshita (1) ((1) Inst. Med. Sci., Univ. of Tokyo; BIRD JST: (2) Inst. Med. Sci., Univ. of Tokyo)

Conformation and Activity from Saturation Adsorptions of Lysozyme on the Surfaces of Nanosilica and Nanodiamond
Victor Wei-Keh Wu (1) ((1) Department of Chemical and Materials Engineering, National Kaohsiung University of Applied Sciences: (2) Victor
Basic Research)

Mechanism of Interfacial Activation of a Family 1.3 Lipase with Two Lid Structures Revealed by X-ray Crystallography and

Molecular Dynamics Simulation
Clement Angkawidjaja (1), Hiroyoshi Matsumura (2), Yuichi Koga (1), Kazufumi Takano (1), Shigenori Kanaya (1) (({/) Osaka University,
Department of Material and Life Science: (2) Osaka University, Department of Applied Chemistry)

The effect of bound water molecules on binding orientations in CDK2 inhibitors
Raghunadha Reddy Burri (1), Akio Kitao (1) ((1) University of Tokyo, Laboratory of Molecular Design center for Bioinformatics)

EEBHE Synechococcus sp. PCC 7942 DIRAMNEERA 4 ViBE Y —H#EEZH DEEREF SmtB QiR A E&ICH O EEE
{LICBE T %% &RT NMR 3%k IC & B R4

Multidimensional NMR spectroscopic analysis with the structural changes of cyanobacterial transcription factor, SmtB, functioning as the
sensor for zinc-ion concentration in the cell, following zinc-ion binding

Hayato Morita (1), Hidenori Hayashi (2), Syunnosuke Abe (1), Takahisa Ikegami (3) ((1) Faculty of Agriculture, Ehime University: (2) Faculty of
Science, Ehime University: (3) Institute for Protein Research, Osaka University)

REB#FEABERZHDOCAEFTFUOORFHNFEIab—2ay
Molecular Dynamics Simulation Study of Diubiquitins with Different Linkages

Sotaro Fuchigami (1), Mitsunori Ikeguchi (1), Akinori Kidera (2) ((1) Grad. Sch. of Nanobioscience, Yokohama City Univ.: (2) Grad. Sch. of
Nanobioscience, Yokohama City Univ.; RPCS, RIKEN)

FHIV EEZRY HRAE APOBEC3G 4 >/ HDHEE. 1 A#H DNA LOBEFERARVBRRIEDUTIVIALEZS Y
Structure, interaction with single-stranded DNA, and real-time monitoring of the enzymatic reaction of wild-type APOBEC3G possessing
anti-HIV activity

Ayako Furukawa (1), Takashi Nagata (1), Ryuichi Sugiyama (2), Hiroshi Takaku (2), Masato Katahira (1) ((1) Yokohama City University: (2) Chiba
Institute of Technology)

BIRRREHERT 59 N BEDUBEELELT — &5 N—
Database analysis of protein structural changes with post-translational modifications

Takayuki Amemiya (1), Sotaro Fuchigami (1), Mitsunori Ikeguchi (1), Akinori Kidera (2) ((1) Graduate school of nanobioscience, Yokohama city
university: (2) Graduate school of nanobioscience, Yokohama city university;Computational Science Research Program, RIKEN)

=350 R7IVT I 2D MG IREE & EYHEEE
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The molten globule state and the biological function of @ -lactalbumin

Takashi Nakamura (1), Koki Makabe (2), Tomoyasu Aizawa (3), Keiichi Kawano (4), Makoto Demura (3), Kunihiro Kuwajima (2) ((/) Okazaki
Institute for Integrative Bioscience: (2) Okazaki Institute for Integrative Bioscience; Department of Functional Molecular Science, The Graduate
University for Advanced Studies: (3) Division of Life Science, Graduate School of Life Science, Hokkaido University: (4) Department of Biological
Sciences, Graduate School of Science, Hokkaido University)

LREFADIEICE DIV TFABRLEERD VK BEOHEERT
Carboxyl group functions in the multicopper oxidase CueO studied by ATR-FTIR

Masayo Iwaki (1), Tsutomu Kajino (1), Kunishige Kataoka (2), Takeshi Sakurai (2) ((1) Toyota Central R&D Labs., Inc.: (2) Graduate School of
Natural Science and Technology, Kanazawa University)

EX7z/—IVALOHEBEERIZAINED VDALY LAEEHEEZBED S

Bisphenol A weakens Calcium Binding Affinity of Calmodulin

Koichi Murayama (1), Tomoyoshi Terada (1), Masashi Sonoyama (2), Yasunori Yokoyama (3), Masayuki Nara (4), Yasuo Asami (5), Sadayuki
Matsuda (6) ((1) Graduate School of Medicine, Gifu University : (2) Graduate School of Engineering, Gunma University: (3) Graduate School of
Engineering, Nagoya University: (4) College of Liberal Arts and Sciences, Tokyo Medical & Dental University: (5) TA Instruments Japan Inc.: (6)
School of Natural Science, Engineering and Agriculture, Hokkaido University of Education at Asahikawa)

BRI T SNV Y NNETHHERBERICEITE 5 /O BOEBNFEE
Low-frequency dynamical transition of proteins monitored by terahertz time-domain spectroscopy
Ohki Kambara (1), Keisuke Tominaga (1) ((1) Molecular Photoscience Research Center, Kobe University)

HWEANT 2 F> D SSHEHEEICL D ZE4OHMRA
A study on cytoplasmic actin SS dimers.

Daisuke Fukuhara (1), Hiroaki Kubota (1), Takashi Ohki (2), Shin'Ichi Ishiwata (2) ((1) Major in Pure and Applied Physics, Graduate School of
Advanced Science and Engineering, Waseda Univ.: (2) Dept. of Physics, Faculty of Advanced Science and Engineering, Waseda Univ.)

Gads D#EHE & CD28 HiFAEMN R A A > EDOHEEER
Purification of Gads and its interaction with CD28 cytoplasmic domains

Kunitake Higo (1), Jun Takahashi (1), Masayuki Oda (2), Hisayuki Morii (3), Teikichi Ikura (4), Nobutoshi Ito (4), Takachika Azuma (1), Ryo Abe
(1) ((1) Res. Inst. for Biol. Sci., Tokyo Univ. of Sci.: (2) Grad. Sch. of Environ. Sci., Kyoto Pref. Univ.: (3) Natl. Inst. of Adv. Indust. Sci. and Technol.:
(4) Grad. Sch. of Biomed Sci., Tokyo Medical and Dental Univ.)

HRT 7z 0o OEBELHEESE
A new strategy of defensin against Gram-positive bacteria

Keiichi Kawano (1), Takahide Kouno (2), Naoki Fujitani (5), Mineyuki Mizuguchi (4), Tsukasa Osaki (3), Shun-Ichiro Kawabata (3), Tomoyasu
Aizawa (1), Makoto Demura (5) ((1) Grad Sch Sci, Hokkaido Univ: (2) Fac Pharm Sci, Toyama Univ; Dep Biochem Mol Biol & Biophys,Minnesota
Univ: (3) Dep Biol, Kyushu Univ: (4) Fac Pharm Sci, Toyama Univ: (5) Grad Sch Life Sci, Hokkaido Univ)

FEMMBZ A A 2T v RIVEARY ICERFIBRICK > THRME VA ? - RS FRIAEIZalb—2 a3 VPR
Does a non-mechanosensitive ion channel really not open by mechanical force? — A coarse grained molecular dynamics simulation study
Ken Takahashi (1), Masahiro Sokabe (1) ((1) Nagoya University Graduate School of Medicine, Dept. of Cellular Biophysiology)

ERAND b2 DT I O4 FERIRHETZBBEORERT S MEBEOHE

Analyses of amyloid fibrillation mechanism of hCT and observation of the initial fibrillation process as studied by "*C solid-state NMR and
TEM

Hikari Watanabe (1), Miya Kamihira (2), Masasi Konndou (3), Michio Sato (3), Masamichi Nakakoshi (3), Akira Naito (1) ((/) Grad. Sch. Eng,
Yokohama Natl. Univ. : (2) Institute of Multidisciplinary Research, Tohoku Univ. : (3) Instrumental Analysis Center, Grad. Sch. Eng, Yokohama Natl.
Univ.)

B NMR LK BN IVFETTOE FAILY b= D7 2 O4 FEGHEEE SRR BEIB O R
Amyloidogenic fibrils and the structure of human calcitonin in the presence of phospholipidbilayers as studied by "*C solid-state NMR

Yuki Abe (1), Miya Kamihira (2), Hikari Watanabe (1), Atsushi Kira (1), Izumi Yamane (1), Izuru Kawamura (1), Akira Naito (1) ((1) Graduate
school of Engneering, Yokohama National University: (2) Institute of Multidisciplinary Research, Tohoku University)

H/DXER V=Y v ROZ U EAEROEEHEERT

Structure and function of GroEL-GroES-nucleotide complexes studied by H/D exchange technique

Atsushi Mukaiyama (1), Takashi Nakamura (1), Tapan. K. Chaudhuri (1), Koki Makabe (1), Kunihiro Kuwajima (2) (() Okazaki Institute for
Integrative Bioscience: (2) Okazaki Institute for Integrative Bioscience; Department of Functional Molecular Science, School of Physical Sciences,
Graduate University for Advanced Studies)

B bonTYUE src SH3 RAA VERENSEEEGOH & TFE O TS aNU v I RADZWNKENL, a2/ FTHRELEN
KEETHARL

o -helix-rich-states of B -lactoglobulin and src SH3, formed in high concentration of ethelene glycol and trifluoroethanol, are not either fully
unfolded or compact

Masaji Shinjo (1), Yoshitaka Matsumura (1), Xianju Jin (1), Hiroshi Kihara (1) ((1) Kansai Medical University)

Structural change of PI3K SH3 domain at acidic pH

Yoshitaka Matsumura (1), Masaji Shinjo (1), Nobuyuki Okishio (2), Hiroshi Kihara (1) ((1) Kansai Medical University: (2) Hokkaido Red Cross
Blood Center)

Rad53 FHAT RAA D7+ —ITA Y IVBBICEND aNUhILN—R k

An observed a -helical burst of FHA1 domain of Rad53 in the folding pathway

Yoshitaka Matsumura (1), Masaji Shinjo (1), Anjali Mahajan (2), Ming-Daw Tsai (3), Hiroshi Kihara (1) ((1) Department of Physics, Kansai Medical
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University: (2) Center for Pharmaceutical Biotechnology, University of Illinois at Chicago: (3) Departments of Chemistry and Biochemistry, The Ohio
State University)

UYF—ADS — SHARIBERBICEITBHREIS V5 AtEE
Residual Nonrandom Structures in Disulfide-Deficient Variants of Lysozyme

Kenichi Kasai (1), Kuniaki Narama (1), Yasuo Noda (1), Hideki Tachibana (2), Shin-Ichi Segawa (1) ((1) Sch. Sci.&Tech.,Kwansei Gakuin Univ: (2)
Sch. Biology-Oriented Sci.&Tech.,Kinki Univ)

BT /OE2—ILERTRIEENS PCP (EOU RVAIKRFIINRTIFI—F) OFRIANLHMEREENITHES RABEAN
) vz

Sequential folding pathway of PCP (pyrrolidone carboxyl peptidase) found in the molten-globule-like stage and the following folding
transition.

Yohei Yokota (1), Christopher Kinnman (1), Kazuyoshi Yabumoto (1), Yasuo Noda (1), Katsuhide Yutani (2), Shin-Ici Segawa (1) ((1) Sch. Sci. &
Tec., Kwansei Gakuin Univ.: (2) RIKEN SPring-8 Center., Harima Inst.)

FHRBIRUAANTI S NI BICEIT 2 7 OMBEED®RE
Characterization of a propeptide region in prouroguanylin using de novo designed Disulfide Hybrid Protein

Masaki Okumura (1), Hironori Konishi (2), Yuhei Yamazaki (1), Hiroshi Yamaguchi (1), Yuji Hidaka (2) ((1) Graduate school of science and
technology, Kwansei Gakuin Univ.: (2) Graduate school of science and engineering, Kinki univ.)

TIAN Y ROVELTHSIRATU A LEY GNS

Anti-prion Compound GN8 Acts as a Chemical Chaperon for Prion Protein

Norifumi Yamamoto (1), Kazuo Kuwata (1) (1) Center for Emerging Infectious Diseases, Gifu University)

=T VUICEB 2EBEOTV AT I 04 RiGHOGIE

Propagation of two types of prion amyloid fibrils by seeding

Keiichi Yamaguchi (1), Tomoharu Matsumoto (1), Junji Hosokawa-Muto (1), Kazuo Kuwata (1) ((1) Center for Emerging Infectious Diseases, Gifu
University)

EHHEOEEESEEICEYT HERER

A Theoretical Analysis on Characteristics of Protein Structures Induced by Cold Denaturation

Hiraku Oshima (1), Takashi Yoshidome (2), Ken-Ichi Amano (2), Masahiro Kinoshita (2) ((1) Pioneering Research Unit for Next Generation, Kyoto
University: (2) Institute of Advanced Energy, Kyoto University)
TIZUR=RRTFROAY v I 2= )VEBICRIZTTENHR : Kt hFEBRENR

Pressure effect on helix-coil transition of an alanine -based peptide: Statistical-mechanical analysis

Takashi Yoshidome (1), Masahiro Kinoshita (1) ((1) Institute of Advanced Energy, Kyoto University)

EREOZRBEERICE T HAED/y F 25 DIRE

Roles of side-chain packing in the formation of secondary structures of a protein

Satoshi Yasuda (1), Ryota Kodama (1), Takashi Yoshidome (1), Yuichi Harano (2), Masahiro Kinoshita (1) ((1) Institute of Advanced Energy, Kyoto
University: (2) Institute for Protein Research, Osaka University)

EHERRERICEIEKOI FOE-MR
Crucial importance of water-entropy effect in thermal stability of proteins.
Ryota Kodama (1), Takashi Yoshidome (1), Ken-Ichi Amano (1), Yuichi Harano (2), Masahiro Kinoshita (1) ((1) Institute of Advanced Energy, Kyoto

University: (2) Institute for Protein Research, Osaka University)
AT/ X—LDEEXRBENLALTIOLANRBI /NI EF) I —DKE
Transient formation of amyloid B -protein oligomer characterized by chemical exchange with soluble monomer

Takahiro Yamaguchi (1), Katsumi Matsuzaki (1), Masaru Hosino (1) ((1) Graduate School of Pharmaceutical Sciences, Kyoto University)

BERAAVEBICLYFEINET / RKTFYA 2V 3REAY v I RN RIVG RO EOYIEREIR

Properties of a de novo designed three-helix bundle protein induced by metal-ion-binding

Nobutaka Komichi (1), Toshiki Tanaka (2), Yuji Sasaki (3), Masayuki Oda (1) ((1) Graduate School of Life and Environmental Sciences, Kyoto
Prefectural University: (2) Graduate School of Engineering, Nagoya Institute of Technology: (3) Graduate School of Frontier Sciences, The University
of Tokyo)

IVR=-1,3-BIINNF—EDMEEEES 21— IVICKBSZFY BT 74 =T 4 ETET 4T«

Laminarin binding affinity and avidity by carbohydrate-binding module of endo-1,3- 8 -glucanase

Tomonari Tamashiro (1), Yoichi Tanabe (2), Masayuki Oda (2) ((1) Faculty of Agriculture, Kyoto Prefectual University: (2) Graduate School of Life
and Environmental Sciences, Kyoto Prefectural University)

3 a —hydroxysteroid dehydrogenase C#5&E D — AR CHMEEME CRIZTHE

Effects of C-terminal residues of 3 & -hydroxysteroid dehydrogenase on its dimer formation and catalytic activity

Kotaro Hara (1), Yuichiro Takagi (2), Shigeru Ueda (3), Masayuki Oda (2) ((1) Faculty of Agriculture, Kyoto Prefectural University: (2) Graduate

School of Life and Environmental Sciences, Kyoto Prefectural University: (3) Asahi Kasei Pharma Co.)

RBMAEM Moritella profunda B3R 2 & R O ERRTTE RO I AEIER
Structure and stability of dihydrofolate reductase from deep-sea bacterium Moritella profunda

Kazumi Hata (1), Tomoyuki Tanaka (2), Chiho Murakami (3), Eiji Ohomae (3), Kunihiko Gekko (3), Yoshitsugu Shiro (2), Kazuyuki Akasaka (1)
((1) Kinki University; RIKEN SPring-8 Center: (2) RIKEN SPring-8 Center: (3) Hiroshima University)

GUNRVEAOBNZHMEICRIZTSo2OTFR MUV ORMME
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Effects of cyclodextrine on thermodynamic properties of protein

Tadashi Kamiyama (1), Megumi Satoh (1), Eri Aoki (1), Daisuke Takeuchi (1), Takahiro Tateishi (1), Takayoshi Kimura (1) ((/) Kinki Univ. Fac.
Sci. and Eng.)

LY AKBAFANFECKDBEGRYIIVY I 29 RO OFRIERR
Characterization of monomeric polyglutamine peptides by replica exchange molecular dynamics simulation

Miki Nakano (1), Hirofumi Watanabe (3), Shigenori Tanaka (2) ((1) Kobe University Graduate School of Human Development and Environment: (2)
Kobe University Graduate School of Engineering : (3) CREST, Japan Science and Technology Agency)

FRRAKRBEDFICKBIRA 2 RY 7 4 5 A2 bOHRASENE & NEEERHA
Cell toxicity and inner structure analysis of novel insulin filaments using novel luminescent conjugate polymers

Takahiro Kobayashi (1), Tamotsu Zako (2), Masafumi Sakono (2), Mikael Lindgren (3), Peter Nilsson (4), Per Hammarstrom (4), Mizuo Maeda (1)
((1) Front.Sci., Univ. Tokyo: (2) RIKEN: (3) Dept. Phys., The Norwegian Univ.: (4) Dept. Chem., Linkoping Univ.)

FrESU-AFSy I ICLZ—DFORBHEAER . EREOHYELZ DA
Long-time observation of a single molecule trapped in a capillary cell: application for protein folding

Kiyoto Kamagata (1), Yuji Goto (2), Satoshi Takahashi (3) ((1) Institute of Multidisciplinary Research for Advanced Materials, Tohoku University:
(2) Institute for Protein Research, Osaka University: (3) Institute of Multidisciplinary Research for Advanced Materials, Tohoku University;CREST,

JST)
RUTIWNEG I ROFIIEDNFRBANZXA_Y VN B OBELEIC L B FERIH D RTEE

Cross-seeding fibrillation of Q/N-rich proteins offers new pathomechanism of polyglutamine diseases
Yoshiaki Furukawa (1), Kumi Kaneko (1), Masaru Kurosawa (1), Gen Matsumoto (1), Nobuyuki Nukina (1) (/) RIKEN, Brain Science Institute)

EREOFBIESEHNEICHT 2ENHR

Effects of Pressure on Volume-Fluctuation Dynamics of Proteins

Kunitsugu Soda (1), Yudai Shimbo (2), Yasutaka Seki (2), Makoto Taiji (1) ((1) Computational Systems Biology Group, RIKEN: (2) Dept. Bioeng.,
Nagaoka Univ. Technol. )

FEAEH—FNROET+ b OBV DOFRRIGICH T S Crowding $HR
The effect of macromolecular crowding on photoreaction of a blue light sensor protein; phototropin

Tsuguyoshi Toyooka (1), Yuusuke Nakasone (1), Kazunori Zikihara (2), Tooru Tokutomi (2), Masahide Terazima (1) ((1) Department of Chemistry,
Graduate School of Science, Kyoto University.: (2) Research Institute for Advanced Science and Technology, Department of Biological Science,
Graduate School of Science, Osaka Prefecture University.)

KoY —4 2 OE TePixD DRIEY A F 2 U ANDENHR
Pressure effects on reaction dynamics of a photosensor protein TePixD

Kunisato Kuroi (1), Keisuke Tanaka (1), Yusuke Nakasone (1), Kouji Okajima (2), Masahiko Ikeuchi (3), Satoru Tokutomi (4), Masahide Terazima
(1) ((1) Department of Chemistry, Graduate School of Science, Kyoto University: (2) Department of Life Sciences (Biology), Graduate School of Arts
and Sciences, The University of Tokyo;Research Institute for Advanced Science and Technology, Department of Biological Science, Graduate School of
Science, Osaka Prefecture University: (3) Department of Life Sciences (Biology), Graduate School of Arts and Sciences, The University of Tokyo: (4)
Research Institute for Advanced Science and Technology, Department of Biological Science, Graduate School of Science, Osaka Prefecture University)

BESEBBRIRILF—ZZE MV Chalcone Isomerase I & 2 il R i D IRV T
Theoretical Analysis of Chalcone Isomerase Catalyzed Reaction Using Linear Response Free Energy Method

Ryoichi Kida (1), Masahiro Higashi (2), Shigehiko Hayashi (1), Shigeki Kato (1) ((1) Graduate School of Science Kyoto University: (2) Institute of
Molecular Science)

TSEKFEAF I —EBRIIEIATY R - AT U BRRICEEDERIIET
Theoretical analysis of the reaction mechanism of non-Michaelis kinetics of flavin-dependent oxidases
Tetsuo Ishida (1), Atsushi Yamamoto (1), Hiroyuki Tanaka (1), Kihachiro Horiike (1) ((1) Shiga University of Medical Science)

TERRLARIN N -RESEREORBERS LY LLHAO—SFEE
Single molecule observation of the ligand binding and folding dynamics of maltose binding protein doubly labeled by a cell free system

Akihiro Yamamori (1), Kiyoto Kamagata (2), Issei lijima (3), Takahiro Hohsaka (3), Yuji Goto (4), Satoshi Takahashi (5) (({) Graduate School of
Science, Osaka University: (2) Institute of Multidisciplinary Reserch for Advanced Materials, Tohoku University: (3) School of Materials Science.,
Japan Advanced Institute of Science and Technology: (4) Institute for Protein Research, Osaka University: (5) Institute of Multidisciplinary Reserch
for Advanced Materials, Tohoku University;CREST, JST)

X BERBNICHIT DS FUBFMES LOEAEKIMBETFATOS S AORR
Development of programs to check the hydration sites identified by X-ray crystallography and to predict protein hydration structures
Daisuke Matsuoka (1), Masayoshi Nakasako (1) ((1) Graduate School of Science and Technology, Keio University)

NFINZEERVCERE D TROBNE— REHR
Relaxation Mode Analysis of a Biopolymer System by Molecular Dynamics
Toshiki Nagai (1), Ayori Mitsutake (1), Hiroshi Takano (1) (({) Graduate School of Science and Technology, Keio University )

BEIEIC LDV F A/ ZAINSFEDZFEOY T IHEDORE L
Improvement of Sampling Efficiency of Multicanonical Molecular Dynamics by Trivial Parallelization

Jinzen Ikebe (1), Koji Umezawa (1), Junichi Higo (2), Narutoshi Kamiya (2), Takanori Sugihara (3), Yasushige Yonezawa (4), Haruki Nakamura (4)
((1) Graduate School of Frontier Biosciences, Osaka University : (2) The Center for Advanced Medical Engineering and informatics, Osaka
University: (3) RIKEN Next-Generation Supercomputer R&D Center: (4) Institute for Protein Research, Osaka University)

SREFADIEICL S VE ATPase D Na i &EiEICBT 2%
Sodium ion binding sites of V-ATPase studied by ATR-FTIR spectroscopy
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Yuji Furutani (1), Hideki Kandori (2), Takeshi Murata (3) ((1) Institute for Molecular Science; Nagoya Institute of Technology: (2) Nagoya Institute
of Technology: (3) Chiba University)

DFET YU VTR EBRXBHELEICK 2 RAREE O EOEERT
Structural Analysis of a Natively Unfolded Protein by Combining Molecular Modeling and Solution X-ray Scattering

Yasutaka Seki (1), Tomoyasu Aizawa (2), Yudai Shimbo (1), Kunitsugu Soda (3) ((1) Department of Bioengineering, Nagaoka University of
Technology: (2) Department of Biological Sciences, Graduate School of Science, Hokkaido University: (3) Computational Systems Biology Research
Group, RIKEN)

FRATRERE ZRA A EENHEICLDEAEARYRTF ROFBICEIT DI SR ——RAF VEOHE
Effect of time-of-flight secondary ion mass spectrometry with cluster primary ion source on detection of immobilized-polypeptide

Kohei Yamamoto (1), Nobuhiko Kato (2), Masahiro Kudo (2), Satoka Aoyagi (1) (1) Faculty of Life and Environmental Science, Shimane University:
(2) Department of Materials and Life Science, Seikei University)

Zero-mode waveguides ZFl|f L 7= GroEL-GroES ## EEAD 1 R FHIA A -2 Y
Single molecule fluorescence imaging of GroEL-GroES interaction in zero-mode waveguides

Tomoya Sameshima (1), Taro Ueno (1), Jun-Ichi Wada (2), Mutsuko Aoki (2), Ryo Iizuka (1), Naonobu Shimamoto (2), Iwao Ohdomari (2), Takashi
Tanii (2), Takashi Funatsu (1) ((1) Graduate School of Pharmaceutical Sciences, The University of Tokyo: (2) Faculty of Science and Engineering,
Waseda University)

BRCRETELETIADICAAVESENI VIS4 TS5 — 28T 558X
Versatile techniques in making of a protein Hamming library for the fast systematic directed evolution

Yosuke Miyazawa (1), Takuyo Aita (3), Yuzuru Husimi (2) ((I) Saitama University: (2) Saitama University Research Management Bureau: (3)
Saitama University)

RNA H8iER &R LAZBCSRE in vitro virus O BEELICAEITTI
Twards in vitro autonomous evolution of self-referring in vitro virus displaying an RNA replicase, ||

Hidenao Arai (1), Tomoya Kinoshita (1), Biyani Manish (2), Yuzuru Husimi (1) ((1) Dept. of Functional Materials Sci, Saitama Univ.: (2) Inst. of
Engineering Innovation, Graduate School of Engineering, Univ. of Tokyo)

2EHORGAIABHRE THAET S TIM NNVIVBERICK D F A SBROER
Chimeric enzymes between two TIM barrel enzymes involved in different metabolic pathway
Yuriya Abe (1), Tomoko Mase (1), Satoshi Akanuma (1), Akihiko Yamagishi (1) ((1) Tokyo Univ. of Pharm. Life Sci.)

HHEALR SEFHEAXREI I LAY RIY VEFF—EOMBAEDEN
Stability difference between resurrected Archaeal and Bacterial ancestors of nucleoside diphosphate kinase

Ami Kobayashi (1), Satoshi Akanuma (1), Naoki Nemoto (1), Mitsuo Kimura (1), Shin-Ichi Yokobor (1), Akihiko Yamagishi (1) ((1) Dept. of Mol.
Biol., Tokyo Univ. of Pharm. Life Sci.)

HRBICKDRTF FHABRMERBEICESFD/8— b F—5 /O BOKRE
Effect of aggregation-prone protein on inclusion body formation in coexpression system for peptide

Satoshi Tomisawa (1), Tomoyasu Aizawa (1), Masakatsu Kamiya (1), Takashi Kikukawa (1), Makoto Demura (1), Keiichi Kawano (1) (() Grad.
Sch. of Sci.,Hokkaido Univ)

HIBES I U RREICLIDANESOEMOBEMF/FEMTF A VEBEOERAIRE & MRBEDREH
Coordination states of proximal or distal tyrosine residue in Hemoglobins M and their quaternary structures probed by resonance Raman
spectroscopy

Yayoi AKi (1), Masako Nagai (2), Kiyohiro Imai (3), Michihiko Aki (4), Teizo Kitagawa (5) ((1) Grad. Sch. of Med. Sci.,Kanazawa Univ.: (2) Res.
Center for Micro-Nano Tech., Hosei Univ.: (3) Dept. of Frontier Biosci., Hosei Univ.: (4) Graduate Univ. for Advanced Studies: (5) Toyota Phys. and
Chem. Inst.)

F/BEERTHIEBMEEFHIGREE L LY o O A PAS0 RICDERE) & &Rl
Electrochemically-driven Cytochrome P450 Reactions at Nanostructured Electrode Surfaces
Yasuhiro Mie (1), Mashiki Ikegami (1), Yasuo Komatsu (1) ((1) National Institute of Advanced Industrial Science and Technology (AIST))

SEREHE EPRIEICK DY bo O A P450cam RS EIEDHHIR & BIRRE
Cryotrapped reaction intermediates in cytochrome P450cam and kinetics analyses by newly developed rapid freeze-quench EPR method
Hiroshi Hori (1), Riki Kitano (1), Naoki Inoue (1), Koji Takemoto (1) ((/) Osaka Univ.)

TAFIANESOEY OETFIRERBA CAT /2E R E £ EK EPR HiRIBBOR TR
Development of a continuously frequency-variable EPR resonator to elucidate the electronic structures of deoxy-hemoglobin

Kenta Ninomiya (1), Haruhiko Yashiro (2), Hiroshi Hori (1), Masayuki Hagiwara (1) ((1) KYOKUGEN Osaka University: (2) Japan Science and
Technology Agency)

RIVT 4 U BEONLADEFBENDZEICET 2ERNAE
Density Functional Study of Roles of Porphyrin Ring in Electronic Structures of Heme
Yu Takano (1), Haruki Nakamura (1) ((1) Institute for Protein Research, Osaka University)

EFHRA LV R=IWVT I 23-OFF 25 F—FICHBITBINLRET S/ BEEBOKREN S AEBEERE
Role of the Heme Environmental Amino Acid Residues and Mechanism of the Substrate Inhibition in Human Indoleamine 2,3-Dioxygenase

Masaki Horitani (1), Hiroshi Sugimoto (1), Erisa Kometani (2), Tatsuya Yamamoto (1), Yoshitsugu Shiro (1) ((/) RIKEN SPring8 Center: (2)
Graduate School of Life Science, University of Hyogo)

F O OLABLEERIREBMEEID 1.4 A SRHE X BRIBEMRAT

X-ray structural analysis of cytochrome ¢ oxidase in the resting oxidized state at 1.4 A resolution
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Kazunori Maeda (1), Kazumasa Muramoto (1), Masao Mochizuki (1), Tomoko Maeda (1), Kyoko Shinzawa-Itoh (1), Michihiro Suga (2), Kazuhiro
Ohta (2), Eiki Yamashita (2), Tomitake Tsukihara (2), Shinya Yoshikawa (1) ((1) Department of Life Science, University of Hyogo, Japan: (2) Institute
for Protein Research, Osaka University, Japan)

ZEBHE bSO RR—F —AcB DAFBHAFEZaL—a Yy
All-atom molecular dynamics simulation of bacterial multidrug efflux transporter AcrB

Tsutomu Yamane (1), Mitsunori Ikeguchi (1) ((/) Yokohama City University Graduate School of Nanobioscience Department of Supramolecular
Biology)

BRESES >IN0 BOIIRHRE
De novo design of membrane-active proteins

Naoki Yamamoto (1), Atsuo Tamura (1) (1) Department of chemistry, Graduate school of science, Kobe university)

ZRTTEHR NMRIEICK B IREBE pHUrll D EHBERT
Mainchain structural analysis of transmembrane halobacterial tranceducer pHtrIl by multi-dimensional magic-angle-spinning solid-state NMR

Ayako Egawa (1), Kokoro Hayashi (2), Chojiro Kojima (2), Hideo Akutsu (1), Toshimichi Fujiwara (1) ((1) Institute for Protein Research, Osaka
University: (2) Graduate School of Biological Sciences, Nara Institute for Science and Technology)

U 2i0E NADH-LE+ / U ELETTER 2 KTHROEEEEFEMRANOAR
The specimen preparation of 2-D crystals of bovine heart NADH-ubiquinone oxidoreductase for cryo-electron microscopy.

Satoko Amano (1), Satoru Shimada (1), Masahide Hikita (1), Kyoko Shinzawa-Itoh (1), Christoph Gerle (2), Kazutoshi Tani (2), Yoshinori Fujiyoshi
(2), Atsuo Miyazawa (3), Shinya Yoshikawa (1) ((1) Department of Life Science, University of Hyogo : (2) Kyoto University., Science, Biophysics: (3)
Structural Physiology Research Group, RIKEN SPring-8 Center)

HIBESTUANEICLDDVLEHI A RU 7HEENADH—IEX / VEELRTERD FMN ER—FRE S 5 X5 —DHEER
Structural analysis of FMN and iron-sulfer clusters of tje bovine heart NADH-ubiquinone oxidoreductase by resonance Raman spectra

Masahide Hikita (1), Masakazu Moriyama (1), Takashi Ogura (1), Kyoko Shinzawa-Itoh (1), Shinya Yoshikawa (1) ((1) Department of Life
Science,Graduate School of Life Science,University of Hyogo)

U B NADH— EF / VELETTB RO ZRTTHE R
2-D crystallization of bovine heart NADH-ubiquinone oxidoreductase.

Satoru Shimada (1), Satoko Amano (1), Masahide Hikita (1), Kyoko Shinzawa-Itoh (1), Christoph Gerle (2), Kazutoshi Tani (2), Yoshinori Fujiyoshi
(2), Atsuo Miyazawa (1), Shinya Yoshikawa (1) ((1) Department of Life Science, University of Hyogo: (2) Department of Life Science, Kyoto
University)

b hER 2 EEREBERS /80 Ifitm5 OBIEMINMR &2 AW TR EBERT DO DY > 7LV iRR
Structural study of Ifitm5, a human double transmembrane protein; sample preparation for NMR analysis

Takashi Tsukamoto (1), Xiang Lan Li (2), Masakatsu Kamiya (1), Nobutaka Hanagata (2), Makoto Demura (1) ((1) Faculty of Advanced Life Science,
Hokkaido University: (2) Nanotechnology Innovation Center, National Institute for Materials Science)

NITFUFAART DT —RA—TDIalb—3>
Simulation of force-distance curve of bacteriorhodopsin
Tatsuya Yamada (1), Shigeki Mitaku (1) ((1) Department of Applied Physics, Nagoya University.)

BEIBED 1 EFELICHRET 25 P AhIEDOKRE & DFT SHRICKBEE
Detection of a radical species originated from the one-electron oxidation of nucleic-acid bases and the DFT calculation for identification
Kouto Migita (1), Catharina T. Migita (1), Ryo Miyamoto (2) ((1) Yamaguchi University: (2) Hirosaki University)

THFFHMEMD 22 ab—2 320k 5 DNAT IBEMEMBMIRICE T 5 TR I)VF — iz & HERRRRK
Stochastic and dynamic pathways detected by quasi-static mechanical unzipping of single-base pair of DNA and MD simulations

Akihiro Fukagawa (1), Michio Hiroshima (2), Makio Tokunaga (3) ((1) Department of Biological Information, Graduate School of Bioscience and
Biotechnology, Tokyo Institute of Technology: (2) Advanced Science Institute, RIKEN: (3) Department of Biological Information, Graduate School of
Bioscience and Biotechnology, Tokyo Institute of Technology; Research Center for Allergy and Immunology, RIKEN)

2'—0,4'—C-aminomethylene bridged nucleic acid(2',4'—BNANC){E&HIC L 24 B pH ICHBIFTBHEY = D8 3 REEREERZ AR D
e
Promotion of pyrimidine motif triplex formation at physiological pH by 2'-0,4'-C-aminomethylene bridged nucleic acid modification

Kiyomi Sasaki (1), Norihiro Sato (1), Satoshi Obika (2), Takeshi Imanishi (2), Hidetaka Torigoe (1) ((1) Faculty of Science, Tokyo University of
Science: (2) Graduate School of Pharmaceutical Sciences, Osaka University)

BEBMOLIEICK S DNA U I~ —DKIIKEERR
Hydration property analysis of DNA oligomer by dielectric relaxation spectroscopry

AKkira Tsuchiko (1), Yoshiyuki Tanaka (2), Tetsuichi Wazawa (1), Nobuyuki Morimoto (1), Makoto Suzuki (1) ((1/) Tohoku Univ. Grad. Sch.of Eng.:
(2) Tohoku Univ. Grad. Sch.of Pharm.: (3) CREST JST)

DNA @ B- ZE# ICH 1T 2 B1ERHR
Solvation effect on B-Z DNA transition
Yutaka Maruyama (1), Norio Yoshida (1), Fumio Hirata (1) ((1) Institute for Molecular Science)

—78H DNA O KRIFHEMEE ICH T2 RE RVBROMEKREFNE
The Length and Viscosity Dependence of End-to-end Collision Rates in Single-stranded DNA

Takanori Uzawa (1), Ryan Cheng (2), Dmitrii Makarov (2), Kevin Plaxco (3) ((1) Hokkaido University: (2) The University of Texas: (3) University of
California Santa Barbara)
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Replica exchange simulations applied for coarse-grained models of giant protein-nucleic acid complex

Naoto Hori (1), Hiroo Kenzaki (1), Shoji Takada (2) ((1) Dept. Biophysics, Grad. Sch. Sci., Kyoto Univ.: (2) Dept. Biophysics, Grad. Sch. Sci., Kyoto
Univ.; CREST, JST)

N OE-DNABEROHEBRL Zal—>ay ROVAYV—-—LADIALFZIOR

Coarse-grained simulation of protein-DNA complex: dynamics of nucleosome

Hiroo Kenzaki (1), Shoji Takada (2) ((1) Deptartment of Biophysics, Graduate School of Science, Kyoto University: (2) Deptartment of Biophysics,
Graduate School of Science, Kyoto University; JST-CREST)

RNA &S O EICHIT B BKREZ AV ISR EEE ORI NOVA-RNA EERHRTOMR

Study of RNA base recognition mechanism by aliphatic surface of RNA-binding protein: Case study of NOVA-RNA complex system

Ikuo Kurisaki (1), Atsushi Matsumoto (2), Kei Yura (3), Shigenori Tanaka (4) ((1) Graduate School of Engineering, Kobe Univ.: (2) Center for
Computational Science and Engineering, Japan Atomic Energy Agency: (3) Graduate School of Humanities and Sciences, Ochanomizu Univ.: (4)
Graduate School of Engineering, Kobe Univ.; CREST)

& 2N BEIRRFBEAMICE TS 30S-mRNA &/ D 1 53 FEEMMHR
Single-molecule force measurement for 30S-mRNA interaction in translation initiation

Tomoaki Masuda (1), Ryo lizuka (1), Takashi Funatsu (1), Sotaro Uemura (3) ((1) Graduate School of Pharmaceutical Sciences, The University of
Tokyo: (2) Center for Nano Bio Integration, The University of Tokyo: (3) Department of Structural Biology, Stanford University School of Medicine:
(4) Precursory Research for Embryonic Science and Technology (PRESTO) )

YORTAAT7 DNADAKFEDNABEL YV RATOATHREERE Potl OFTOA7 DNABE RAAL 2 EDHEEER
Interaction between tetraplex structure of mouse telomeric DNA and telomeric DNA binding domains of mouse telomere binding protein Potl
Kaoru Kaneda (1), Hidetaka Torigoe (1) ((1) Faculty of Science, Tokyo University of Science)

& 2/UE - DNABHEEERDOFRAD/ZHDHFLICET MK
Study of coarse graining for prediction of interaction between protein and DNA
Shunsuke Mieda (1), Misako Aida (1) (1) Hiroshima University)

Rhodobacter sphaeroides ;&£ 5.0 Ab initio QM/MM [C &k %%
AD initio QM/MM study of photosynthesis reaction center of Rhodobacter sphaeroides

Kazuto Nakata (1), Yasushige Yonezawa (2), Shusuke Yamanaka (2), Toshikazu Takada (3), Haruki Nakamura (2) ((1) NEC Corporation: (2)
Protein Institute, Osaka University: (3) RIKEN Next-Generation Supercomputer R&D Center)

VAR MO OABRILEBRONL aBLUNA a ;DBFHECETZEHRIIMR | TORILE L VETIREOHE
Computational analysis of electronic structures of hemes a / a; of the bovine cytochrome ¢ oxidase in the reduced and oxidized states
Mauro Boero (1), Jiyoung Kang (1), Masaru Tateno (1) ((1) University of Tsukuba)

X RFEADNEICK BKBRP OEEED 5 FHEMTFEDEIEER A
Direct observation of orbital symmetry of acetic acid in aqueous solution by soft x-ray emission spectroscopy

Yuka Horikawa (1), Takashi Tokushima (2), Atsunari Hiraya (3), Shik Shin (4) ((1) RIKEN/SPring-8; Dep. of Physical Science, Hiroshima Univ.: (2)
RIKEN/SPring-8: (3) Dep. of Physical Science, Hiroshima Univ.: (4) RIKEN/SPring-8; ISSP University of Tokyo)

BREPORFMFS I AAF U EORMBEER
Effective Interaction between Like-Charged Macroions Immersed in Electrolyte Solution
Ryo Akiyama (1) ((1) Dep. of Chem., Kyushu Univ )

FLNAO—ROKBEENERERICET 25 E® T al—2ay
Computer Simulation on the Interactions between Trehalose and Diene in aqueous solution. Implication for the Antioxidant Function of
Trehalose

Kota Sakakura (1), Minoru Sakurai (1) ((1) Center for Biological Resources and Informatics Tokyo Institute of Technology)

RYEZNRIKRVBELCEDOT LAY £BIEKEROKNFHE
Hydration properties of Aqueous solutions of Poly (vinyl sulfonic acid) and its alkali metal salts
Norihiko Tanno (1), Takashi Miyazaki (1), Tetsuichi Wazawa (1), Makoto Suzuki (1) ((1) Tohoku Univ. Grad.Sch.of Eng: (2) JST-CREST)

ERTFERENA FOTIVOEBICRIZT/NANX—ENAIIVKDOHER
Effect of hyper-mobile water on the swelling of polyelectrolyte hydrogels

Ayumi Dohi (1), Takashi Miyazaki (2), Nobuyuki Morimoto (1), Makoto Suzuki (1) ((/) Graduate School of Engineering, Tohoku University: (2)
Industrial Technology Center of Wakayama prefecture)

NANR—ENAIKEERT 2E0FRBRICEITS70 b HEBURE
Enhancement of Proton Diffusion Coefficients in Highly Charged Polymer (PAMPS) Aqueous Solutions
Tsubasa Ogawa (1), Takashi Miyazaki (1), Makoto Suzuki (1) ((1) Graduate School of Engineering, Tohoku Univ: (2) JST-CREST)

U VBERHMIREOIY O E—ZICHT FEKRMBRE LT ATP A ERADISHA
Dielectric hydration analysis of the negative entropy change for the neutralization of sodium dihydrogenphosphate solutions and application
for ATP hydrolysis system

George Mogami (1), Takashi Miyazaki (2), Makoto Suzuki (1) ((1) Dept. of Materials Processing, Graduate School of Engineering, Tohoku
University: (2) Industrial Technology Center of Wakayama Prefecture: (3) CREST, Japan Science and Technology Agency)

Brownian motor in muscle mechanics

Lorenzo Marcucci (1), Tetsuya Shimokawa (1), Mitsuhiro Iwaki (1), Toshio Yanagida (1) ((1) Osaka University, Graduate school of Frontier
Biosciences, Soft Biosystem Group)
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TOFY-IF L VBEERARDOESEEE 3 RTGEOES
Obtainment of high resolution 3D map of actin-myosin rigor complex

Yoshihiro Tsukada (1), Takeyuki Wakabayashi (2), Takuo Yasunaga (1) ((I) Dept Bioscience and Bioinformatics, Computer Science and Systems
Engineering, Kyushu Institute of Technology Graduate School: (2) Dept Biosciences, School of Schience and Engineering, Teikyo University)

TOFUT45A2 b DRYEEEHEDELDER
Relationship between the sliding movement of actin filaments and their morphological distortions
Kouji Oota (1), Shigeru Sakurazawa (1) ((1) Graduate School of Systems Information Science, Future University-Hakodate)

BRFEEACEITS bORZVEBEEL LRI S D AREORAE
Simultaneous measurements of the troponin structural change and the intracellular Ca** concentration during skeletal muscle activation
Tatsuhito Matsuo (1), Naoto Yagi (1) ((1) SPring-8/JASRI: (2) Department of Engineering Science, Osaka University)

TOFUDROVFF REGHEEBOWSE
Conformational fluctuation in the nucleotide binding region of actin
Atsushi Ooi (1), Tsuyoshi Okagaki (1) ((1) Graduate School of Bioresources, Mie University )

Cy3 #AEHMENLT O F L HEOEH ORI HIEE
Photosensitive inhibition of motility of actin filaments covalently conjugated with Cy3 dyes
Kuniyuki Hatori (1), Syunsuke Matsushita (1), Hirotsugu Kimijima (1) ((1) Department of Bio-System Engineering, Yamagata University)

TAIVRTORIALUDBUEHICHEESZS
Desmin affects the sliding movement of actomyosins

Asami Matsuda (1), Kuniyuki Hatori (1) ((1) Department of Bio-System engineering, Yamagata University)

BFHERICEKELZ 2 REETIVICE T 5HADIRERR
Lattice spacing-dependent two state model of striated muscle contraction: Phase diagram and dynamic behavior

Katsuhiko Sato (1), Masako Ohtaki (2), Yuta Shimamoto (3), Ishiwata Shin'Ichi (2) ((/) Dept of Physics, Tohoku Univ.: (2) Dept of Physics, Faculty
of Science & Engineering, Waseda Univ.: (3) Laboratory of Chemistry and Cell Biology, Rockefeller Univ.)

DFHNZICLZERNAR : DFOESENSDHNS F1-ATPase DY 7=y Mpdk
Structural fluctuation and cooperativity in F,-ATPase: a molecular dynamics study
Yuko Ito (1), Mitsunori Ikeguchi (1) ((1) Graduate School of Nanobioscience, Yokohama City University)

ENZTRAERICLBETYFRERRNAET v I BBMEDERBEFRINEIS T4 —
Zernike phase contrast cryo-electron tomography of Vibrio flagellar hook-basal body

Naoki Hosogi (1), Hideki Shigematsu (1), Hiroyuki Terashima (2), Michio Homma (2), Kuniaki Nagayama (1) ((/) Laboratory of Nano-Structure
Physiology, Okazaki Institute for Integrative Bioscience: (2) Graduate School of Science, Nagoya University)

B2 FE—4 —F, —ATPase OERUNEE LRI LA F ROBBEMERE
High-Accuracy Localization of Single Nucleotides Bound to the Catalytic Sites in Rotary Motor F,-ATPase
Kengo Adachi (1), Tomoko Masaike (1), Kazuhiro Oiwa (2), Takayuki Nishizaka (1) ((1) Gakushuin Univ: (2) Kobe Adv ITC Res Ctr)

1 S FHEDAERDOELZ LN TFE—F — DA
Versatility of the unbinding force measurements at the single-molecule level adapted to different molecular motors

Sergey Mikhailenko (1), Yusuke Oguchi (2), Takashi Ohki (2), Adrian O. Olivares (3), Enrique M. De La Cruz (3), Shin'Ichi Ishiwata (2), Tomoko
Masaike (1), Takayuki Nishizaka (1) ((1) Department of Physics, Faculty of Science, Gakushuin University: (2) Department of Physics, Faculty of
Science and Engineering, Waseda University: (3) Molecular Biophysics & Biochemistry Department, Yale University, USA)

19FFRET 5HAIICL D F, —ATPase D B H71= v DEEE DKL
Conformational changes of the 8 subunits in F,-ATPase revealed by single molecule FRET measurement

Mitsuhiro Sugawa (1), Masaru Kobayashi (1), Takayuki Nishizaka (1), Tomoko Masaike (1) ((1) Gakushuin University)

NOTUTRAEE—F—OEAFEHIL bO—)L
Thermodynamic control of bacterial flagellar motors

Masayoshi Nishiyama (1), Yoshiyuki Sowa (2), Shigeichi Kumazaki (3), Yoshifumi Kimura (3), Michio Homma (4), Akihiko Ishijima (5), Masahide
Terazima (3) ((1) Kyoto Univ. & JST: (2) Hosei Univ.: (3) Kyoto Univ.: (4) Nagoya Univ.: (5) Tohoku Univ.)

T4 AV MAETERENDYZT—E—9—FNVEDI Y FOEYIRT IO vIVG  BELETIIVEE |
Entropic potential field formed for a linear-motor protein near a filament: Simple model calculation I.

Ken-Ichi Amano (1), Takashi Yoshidome (2), Masahiro Kinoshita (2) ((/) Graduated School of Energy Science, Kyoto University: (2) Institute of
Advanced Energy, Kyoto University)

WENAEE—F —DEHKEFE
Pressure dependence of the bacterial flagellar motors.

Manabu Hasumi (1), Yoshihumi Kimura (1), Masahide Terazima (1), Masayoshi Nishiyama (1) ((1) Department of Chemistry, Graduate School of
Science, Kyoto University)

KFTARFE—9 —D—FRMEOEHRREBDO I a -2 a VR
Mechanism of unidirectional move of KIF1A motor studied by coarse-grained simulations

Ryo Kanada (1), Takeshi Kuwata (2), Kei-Ichi Okazaki (3), Hiroo Kenzaki (1), Shoji Takada (1) ((1) Department of Biophysics, Graduate School of
Science, Kyoto University: (2) Graduate School of Science, Kobe University: (3) School of Advanced Science and Engineering, Waseda University)
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The observation of disintegration processes of Chlamydomonas dynein-c by using high-speed AFM

Daisuke Yamamoto (1), Atsushi Miyagi (1), Toshio Ando (1), Hitoshi Sakakibara (2) ((1) Physics, School of Science, Kanazawa University: (2)
Biological ICT Group, National Institute of Information and Communications Technology)

IFUVOANTD ARE
Calcium regulation of myosin V

Yuri Koyama (1), Hiroshi Koide (1), Shin’Ichiro Tanaka (1), Saeko Omote (1), Toshio Ando (2) ((1) Department of Mathematics and physics, Grad
school of natural science and technology, Kanazawa univ,: (2) JST/CREST)

7O RIF I OFEAFM BR
Observation of actomyosin II dynamics by high-speed atomic force microscopy

Masayuki Imai (1), Toshio Ando (2) ((1) Dept of Mathematics and Physics, Graduate School of Natural Science and Technology, Kanazawa Univ.:
(2) School of Mathematics and Physics, College of Science and Engineering, Kanazawa Univ; CREST/JST)

MRS A = DBERVHNE CESERERRT HEDOA XA
Structure of flagellar outer dynein arm and the structural mechanism in formation of the outer dynein arm-microtubule complexes
Mingyue Jin (1), Hiroko Takazaki (1), Takuo Yasunaga (1) ((1) Department of bioscience and bioinformatics, Kyushu institute of technology)

ATP SREERDIESRIL
Crystallization of ATPsynthase

Yasuo Shirakihara (1), Hiromi Tanikawa (1), Kazuaki Yoshimune (2), Satoshi Murakami (3), Toshiharu Suzuki (3), Masasuke Yoshida (3) ((/)
National Inst of Genetics: (2) National Inst of Adv. Industrial and Technology: (3) Tokyo Inst of Technology)

EOEOEEERVEF, —ATPase O ML I AIE
Torque measurements of F1-ATPase by using the fluctuation theorem
Kumiko Hayashi (1), Hiroshi Ueno (1), Ryota lino (1), Hiroyuki Noji (1) ((1) ISIR, Osaka Univ.)

NE AT LA RV ERINGES A = > OEER
Structural analysis of Outer Arm Dynein molecules purified from Ciona intestinalis

Jun Harano (1), Hironori Ueno (2), Katsutoshi Mizuno (3), Takuo Yasunaga (4), Kazuo Inaba (3), Keiko Hirose (1) ((1) A.L.S.T / Univ. of Tsukuba:
(2) Tohoku Univ.: (3) Univ. of Tsukuba: (4) Kyushu Institute of Technology)

DNA 285BI L LIeE—9 — 8 VRO BEABDEE
DNA-templated assembly of multiple motor protein complexes

Ken'Ya Furuta (1), Yoko Toyoshima (2), Hiroaki Kojima (1) ((1) NICT, Biological ICTG: (2) Dept Life Sciences, Graduate School of Arts and
Sciences, Univ. of Tokyo)

AUV OBRETEBREEICEITBUN-T —LDRE
Role of the lever arm in the subunit coordination in myosin V

Yusuke Oguchi (1), Sergey V. Mikhailenko (2), Takashi Ohki (1), Adrian O. Olivares (3), Enrique M. De La Cruz (4), Shin'Ichi Ishiwata (1) ((/)
Department of Physics, Faculty of Science and Engineering, Waseda University: (2) Department of Physics, Gakushuin University: (3) Department of
Biology, Massachusetts Institute of Technology: (4) Department of Molecular Biophysics and Biochemistry, Yale University)

RADDPD ST IOF T4 SAV METDI ALV —5FEE)
Single-molecule myosin V movement on a tense actin filament

Hiroaki Kubota (1), Yusuke Oguchi (2), Takashi Ohki (2), Shin'Ichi Ishiwata (2) ((1) Major in Pure and Applied Physics, Graduate School of
Advanced Science and Engineering, Waseda Univ.: (2) Dept. of Physics, Faculty of Advanced Science and Engineering, Waseda Univ.)

UN=RZ v A L— RO RIGEEDREKFE
Temperature Dependence of Positive Supercoiling by Reverse Gyrase

Taisaku Ogawa (1), Katsunori Yogo (2), Shou Furuike (3), Akihiko Kikuchi (4), Kazuhiko Kinosita (1) ((1) Dept. of Phys., Grad. School of Science
and Engineering, Waseda Univ.: (2) Dept. of Phys., Gakushuin Univ.: (3) Dept. of Phys., Osaka Med. Coll.: (4) Nagoya Univ.)

Mycoplasma mobile DB EZEENEZHET 2T/ 2 O—FILIAEDOZENERAL
Target sites of monoclonal antibody inhibiting Mycoplasma mobile gliding
Chie Kawaguchi (1), Shuhei Yoshii (1), Makoto Miyata (1) ((1) Osaka City University)

BETB/NITUT, Mycoplasma mobile D ATy Ti&H
Step detection of gliding bacterium, Mycoplasma mobile

Daisuke Nakane (1), Takayuki Nishizaka (2), Makoto Miyata (1) (({/) Graduate School of Science, Osaka City University: (2) Faculty of Science,
Gakushuin University)

F1-ATPase ;R B 5 RSZ 141 6 Bl O — 9 F R EESRFAT
Single molecule kinetic analysis of the temperature sensitive dwell of F1-ATPase
Tetsuaki Okamoto (1), Shouich Toyabe (1), Eiro Muneyuki (1) ((1) Department of Physics, Faculty of Science and Engineering, Chuo University)

U5 REFTREZBNEREEL LY A I OBIEEORE

Micro-objects driven by Chlamydomonas

Taishi Tonooka (1), Kaori Kuribayashi (1), Hiroaki Onoe (1), Masahiro Takinoue (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science, The
University of Tokyo)

XYY A—ICELBF R D ATP M7k 53 BRI AGHI
Role of the neck linker in controlling the ATP hydrolysis reaction of kinesin

Xiao Ling (1), Teppei Mori (1), Michiko Nakajima (1), Michio Tomishige (1) ((1) Department of Applied Physics, school of engineering, the
University of Tokyo)
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FRUVIE—I—RAM DR UFATF T —RETORERIBEENR
Crystal Structure of Nucleotide-free Kinesin-1 Motor Domain Explains Coordinated Walking Mechanism

Tsukasa Makino (1), Teppei Mori (1), Ken-Ichi Miyazono (2), Masaru Tanokura (2), Michio Tomishige (1) ((1) Department of Applied Physics,
University of Tokyo: (2) Department of Applied Biological Chemistry, University of Tokyo)

FROVEMBES A Z O PRETDIHNELICEIFBETFE—S —D—SFEBER
Motility of single molecules of kinesin and cytoplasmic dynein in the presence of many molecules of motor proteins on microtubules

Keitaro Shibata (1), Ken'Ya Furuta (1), Masaki Edamatsu (1), Yoko Toyoshima (1) ((1) Dept Life Sciences, Graduate School of Arts and Sciences,
Univ. of Tokyo)

ENFIH 2 U ORENES OB
Model analysis of cooperative behavior in multiple myosin system
Takeshi Nakagawa (1), Hiroto Tanaka (2), Kazuo Sasaki (1) ((1) Dept. of Applied Physics, Tohoku Univ.: (2) KARC, NICT,; PRESTO, JST)

SFTADNMDA ZBEDY YA I : T KA MR /IO VYA b REERLHETR E OREIEE
Synaptic NMDA receptor recycling by the concerted actions of endocytosis/exocytosis and lateral diffusion in the plasma membrane

Chieko Nakada (1), Yuri Nemoto (2), Hiroko Hijikata (1), Hiroto Yoshida (2), Shigeo Okabe (3), Takahiro Fujiwara (1), Akihiro Kusumi (1) ((7)
ICORP-JST;Institute for Frontier Medical Sciences, Kyoto University-iCeMS: (2) Institute for Frontier Medical Sciences, Kyoto University-Institute
for Integrated Cell-Material Sciences (iCeMS): (3) Graduate School of Medicine, University of Tokyo)

HEDLZEERICHEFT 557 b FOILHMES : MR L TORBESHOD 1 T FEHICKDHE

Persisting diffusion of raft-associated molecules even after chemical fixation of the cell: a single-molecule tracking study

Kenji Tanaka (1), Manami Miyahara (2), Kenichi Suzuki (3), Miyako Yahara (1), Hisae Tsuboi (1), Koichiro Hirosawa (1), Takahiro Fujiwara (1),
Akihiro Kusumi (1) ((1) Membrane Mechanisms Project, ICORP-JST, Institute for Integrated Cell-Material Science (iCeMS), Institute for Frontier
Medical Sciences, Kyoto University. : (2) Tottori University Medical School: (3) PRESTO-JST, Institute for Integrated Cell-Material Science (iCeMS),
Kyoto University)

HE_REREERICE T 5B D F CADM1 DIEEERT
Cell Adhesion Molecule 1 (CADM1) Works in Two Ways in Neuro-Immune Interaction

Tadahide Furuno (1), Keisuke Okamoto (2), Miho Sekimura (2), Akihiko Ito (3), Naohide Hirashima (2), Mamoru Nakanishi (1) (() School of
Pharmacy, Aichi Gakuin University: (2) Graduate School of Pharmaceutical Sciences, Nagoya City University: (3) Institute of Medical Science, The
University of Tokyo)

TOFURES OB zyxin DR b LR T 7 A N—ADRNMEKENRE
Tension-dependent association of the actin-regulatory protein zyxin with stress fibers

Hiroaki Hirata (1), Hitoshi Tatsumi (2), Masahiro Sokabe (3) ((1) Cell Mechanosensing Project, SORST, Japan Science and Technology Agency: (2)
Dept. of Physiology, Graduate School of Medicine, Nagoya Univ.: (3) Cell Mechanosensing Project, SORST, Japan Science and Technology Agency;
Dept. of Physiology, Graduate School of Medicine, Nagoya Univ.)

TOFUr745A2 bOEFHEREDFIREIIAT U OBEESHEEEETEES
Restricted motion of actin filament reduces binding of cofilin to the filament

Kimihide Hayakawa (1), Yusuke Hunato (2), Hitoshi Tatsumi (2), Masahiro Sokabe (2) ((1) Cell Mechnosensing Project, SORST, JST: (2) Dept. of
Physiology, Nagoya University Graduate School of Medicine)

RIEOFF R T 4 U REF > EBRBIARICE TS ATP MHICEAb> TS
Multi Pathways with Different Kinetics Contribute to ATP Releases in Mammary Epithelial Cells
Kishio Furuya (1), Kyoko Harada (1), Masahiro Sokabe (2) ((1) JST, Cell Mechanosensing: (2) Graduate School of Medicine, Nagoya University)

MBEERICERAT SN HBBKROHE S > /N0 DREEICEZ S EDORNFHIRE
Thermodynamic investigation of modulation of binding affinity between cytoskeleton and its regulatory proteins in response to mechanical
stresses

Yasuhiro Inoue (1), Taiji Adachi (1), Masaki Hojo (2) ((1) Kyoto University; RIKEN: (2) Kyoto University)

BEIMMERICEITET I M2 BREEROEHICHS T OF UBES A F I RDEL
Perturbation of Actomyosin Interaction Modulates Actin Network Dynamics in Migrating Cells

Kennedy Omondi Okeyo (1), Taiji Adachi (2), Masaki Hojo (1) ((1) Kyoto University: (2) Kyoto University; Computational Cell Biomechanics Team,
VCAD System Research Program, RIKEN)

NITFUTFRBONATRANS VF LD+ —Y
Biased random walk of a model bacterium
Seishi Kudo (1), Toshiki Sasaki (1), Takeshi Morishita (1) ((1) Toin University of Yokohama)

RS EE 5 Rz MDCK $#ifa D EEeE & kAt
Cellular aggregation and death in MDCK cells detached from matrix.
Yumiko Emoto (1) ((1) Kyushu University)

WMREDOAN/ &0 REFETHRBARKEOREELE TSR ML —2 3 VEFFEADLH
Determination of the elasticity-gradient condition to induce cell mechanotaxis and its application for induction of the frustration movement

Takahito Kawano (1), Satoru Kidoaki (1) (({) Kyushu University, Institute for Materials Chemistry and Engineering)

FEXFRE M DRIV E RV HREES DO RERERL
Long-ranged rectification of cell movement on the asymmetric elastic-gradient gels

Hiroyuki Sakashita (1), Satoru Kidoaki (1) ((1) Institute for Materials Chemistry and Engeening, Kyushu University)
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REBONI TV TICEITBRAEBKERE FIIC/FID D2
Exchanges of FliC/FliD between different species
Satoshi Inaba (1), Manami Hashimoto (1), Shin-Ichi Aizawa (1) ((1) Prefectural Hiroshima of University )

Paenibacillus alvei DX # — ABBICHFHENAEDEREICDONT
The roles of flagella in swarming motility of Paenibacillus alvei

Kyouhei Miyauchi (1), Yoshika Nosaka (1), Masatoshi Fujihara (2), Ryou Harasawa (2), Shin-Ichi Aizawa (1) ((!) Prefectural University of
Hiroshima: (2) Iwate University)

FIiK O#gE S BEDBRICDNT
The relation between function and structure of FliK
Shino Mizuno (1), Shin-Ichi Aizawa (1), Shin-Ichi Tate (2) ((1) Prefectural University of Hiroshima: (2) Hiroshima University)

Actinoplanes missouriensis IZ& T 3 FaF N AFEDIEERET
Structural analysis of spore flagella in Actinoplanes missouriensis

Kaoru Uchida (1), Moon Sun Jang (2), Azusa Fujita (2), Yasuo Ohnishi (2), Sueharu Horinouchi (2), Masayuki Hayakawa (3), Shin-Ichi Aizawa (1)
((1) Prefectural University of Hiroshima: (2) University of Tokyo: (3) University of Yamanashi)

BBA#E Selenomonas ruminantium DEIERAE & EEE
Lateral flagelle of Selenomonas ruminantium and its roles in cell motility.
Shohei Haya (1), Takao Miyazaki (2), Naoki Abe (2), Shin-Ichi Aizawa (1) (1) Prefectural University of Hiroshima: (2) Tohoku University)

NAEE—Y —DERISH
Thermal effects on the flagellar motor

Kazuya Monma (1), Manami Hashimoto (1), Nobuyuki Uchikoga (2), Shin-Ichi Aizawa (1) ((1) Prefectural University of Hiroshima: (2) Japan
Biological Informatics Consortium)

WEDOELEBEZREMTBODEM[N?
What determines the accuracy of bacterial chemotaxis?

Toshinori Namba (1), Masatoshi Nishikawa (2), Tatsuo Shibata (3) ((1) Hiroshima University: (2) Hiroshima University; JST, CREST: (3) Hiroshima
University; JST, CREST; PREST, JST)

MR DR BER D FR
Statistical analysis of time series of psudopodia formation in Dictyostelium cells

Tatsuo Shibata (1), Naohiro Akuzawa (2), Satoshi Fujise (2), Akihiro Nagamatsu (2), Masatoshi Nishikawa (3) ((/) Hiroshima University; PREST,
JST; JST CREST: (2) Hiroshima University: (3) Hiroshima University; JST CREST)

lac XAV D_EREKRICHEITBRENE
Adaptive response to environmental changes utilizing the bistability of the lactose operon

Yoshihiro Shimizu (1), Bei-Wen Ying (1), Junya Ichinose (2), Yoichiro Ito (2), Tetsuya Yomo (3) ((1) Grad. Sch. Information Sci. & Tech., Osaka
Univ.: (2) ERATO, JST: (3) ERATO, JST; Grad. Sch. Information Sci. & Tech., Osaka Univ.; Grad. Sch. Frontier Biosci., Osaka Univ.)

IO0—T 14— 3ERBALELMRICERENLSA MO v o2 a  BBEORFEREL TU A B LUK HAADF-STEM IC L 2812
Tight junction-like structures in L cells expressing claudin-3 protein observed by quick-freeze-replica and HAADF-STEM.

Kazunori Kawasaki (1), Tomoki Kato (1), Mikio Furuse (2) ((1) National Institute of Advanced Industrial Science and Technology: (2) Kobe
University Graduate School of Medicine)

SEEID Hela kAN DEFLEE DR DR
Effect of local temperature gradient on HeLa cells in mitotic phase

Masahiro Motoyoshi (1), Madoka Suzuki (2), Kotaro Oyama (1), Takeshi Itabashi (1), Shin'Ichi Ishiwata (1) ((1) Department of Physics, Faculty of
Science and Engineering, Waseda University: (2) COBRI, Comprehensive Research Organization, Waseda University)

NERTEICH B EhEG AR O LA BIRHE
Bilateral regulation of spindle shape at metaphase

Kazuya Suzuki (1), Jun Takagi (1), Takeshi Itabashi (1), Shin'Ichi Ishiwata (1) ((1) Depertment of Physics, Faculty of science and engineering,
Waseda University)

IRBMEEDOMRERE DN FHNEBORADLHD, RENHOMNEEL 3D Ialb—2arICLEBHEE
quantification and 3D simulation reconstruction of the cytoplasmic streaming in C. elegans embryo to elucidate its mechanical basis

Ritsuya Niwayama (1), Kyousuke Shinohara (2), Akatusuki Kimura (1) (({) SOKENDAI;National Instutute of Genetics, Center for Frontier
Research, Cell Architecture Laboratory: (2) Osaka University, Graduate School of Frontier Biosciences, Developmental Genetics Group)

RIpDEEBEORE L ICHITHHMBDOF - EH) - h

Cellular Shape, motion and forces on various adhesive surfaces

Hirokazu Tanimoto (1), Miki Matsuo (1), Masaki Sano (1) ((1) Department of Physics, Graduate School of Science, the University of Tokyo )
RIEDHBARKETICE T2 R ERNAYRY — ADBERE

Structural Characteristics of Liposome Occluding Proteins Under Different Preparation Conditions
Yoshihiko Hagiwara (1), Mitsuhiro Hirai (1) (1) Graduate School of Engineering, Gunma-University)

RIBETICEITDMEREESAIEANL JI)VBED pHAKFMEICD VT « KA XEREELIC K 25K
Wide-angle X-ray scattering study of pH dependence on the structure of the vesicle containing glycosphingolipid under osmotic pressure
Teruaki Onai (1), Mitsuhiro Hirai (1) (1) Dept. of Engineering, Gunma-Univ.)
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THA-RTIVICEORAENEZ GUV D150V 745 —FIA
Embedment of GUVs in agarose gels and their application as microreactors
Kanta Tsumoto (1), Masahiro Oohashi (1), Masahiro Tomita (1) (1) Mie University Graduate School of Engineering)

NG — AMEETIVERIEICH 1T DBEE 5 F ORI HURHE
Lateral contraction of phospholipid bilayers in micropatterned model membranes
Takashi Okazaki (1), Kenichi Morigaki (1) ((1) AIST)

UVEEE,/AVRTO-IDIFENZNEERBINLTIVIEITS BAL BEOHE SHABEHRHR
Domain Formation in Ternary Vesicles of Phospholipids and Cholesterol by Observed Confocal Fluorescence Microscopy
Masahiro Hibino (1), Tsuyoshi Shimada (1) (1) Muroran Institute of Technology)

BLDLEICKB v AT MR OLBE
Fusion of Giant Vesicles Induced by Centrifugation

Mariko Matsunaga (1), Taro Toyota (1), Masanori Fujinami (1) (({) Department of Applied Chemistry and Biotechnology, Graduate School of
Engineering, Chiba University)

EEEECRY DA T2 MR O NVICHEESNEH S S —EDRBIRIG
Oscillatory Reaction of Catalase Encapsulated in Giant Vesicles Prepared by W/O Emulsion Centrifugation Method

Taro Toyota (1), Takafumi Kikuchi (1), Masanori Fujinami (1) (() Department of Applied Chemistry and Biotechnology, Graduate School of
Engineering, Chiba University)

AFM BIE D7D DFIBLFKER L TORERDOREL
Lipid membrane stabilized on a flat hydrogel substrate for atomic force microscopy
Akihiko Takagi (1), Hitomi Hokonohara (2), Tomoij Kawai (2) ((1) ISIR, Osaka Univ; Riken: (2) ISIR, Osaka University)

RA o ORBERVC—REY RY — ADY A XEIE A EDOKRE
Size control of uniamellar giantvesicle using microfluidics

Kazuya Nishimura (1), Taro Toyota (2), Hiroaki Suzuki (1), Tetsuya Yomo (1) (({) Graduate School of Information Science and Technology, Osaka
University: (2) Graduate School of Engineering, Chiba University)

—HIREK Y RY — ANELZ RGO E S KT
Quantitative evaluation of biochemical reactions encapsulated in giant unilamellar liposomes

Koji Nishimura (1), Takeshi Sunami (2), Hiroaki Suzuki (1), Tomoaki Matsuura (1), Tetsuya Yomo (3) ((1) Osaka University: (2) ERATO, JST: (3)
Osaka University;ERATO, JST)

ARF I VERTOATFHYRY — ADHEE L HEE
Preparation and function of connexin giant proteoliposomes

Koki Kamiya (1), Kanta Tsumoto (2), Tetsuro Yoshimura (2), Kazunari Akiyoshi (1) ((1) Institute of Biomaterials and Bioengineering, Tokyo Medical
and Dental University: (2) Graduate School of Engineering, Mie University)

MREARTFR - IHA =V 2 BIREEREPICERT 2 RT7OREE
The Size of the Pore in Lipid Membranes Induced by Antimicrobial Peptide Magainin 2

Yukihiro Tamba (1), Hirotaka Ariyama (1), Victor Levadny (2), Masahito Yamazaki (1) ((1) Shizuoka University, Integrated Bioscience: (2) Russian
Academy of Science)

BRI UNVESA VDTS IHFREEOIEERPORT R : B— GUV EICLSHR
Lysenin-Induced Pore Formation in Lipid Membranes in Liquid-Ordered Phase: the Single GUV Method Study
Yuko Saga (1), Toshihide Kobayashi (2), Masahito Yamazaki (3) ((1) Shizuoka University: (2) Riken: (3) Shizuoka University)

REAXRTF ROFETIEEBERORTERD A h =X L—EHIFENR
Mechanism of Subcritical Pore Formation in Charged Lipid Vesicles Induced by Antimicrobial Peptides
Victor Levadny (1), Yukihiro Tamba (2), Masahito Yamazaki (2) ((1) Shizuoka University, Russian Acadmy of Science: (2) Shizuoka University)

I8/ =2 o2aViEEFALEYRY —LARE
Liposome fusion induced by charged lipids incorporated in the preformed liposomes using the ethanol injection method

Takeshi Sunami (1), Filippo Caschera (2), Yuki Morita (3), Kazuya Nishimura (3), Taro Toyota (4), Martin Hanczyc (2), Tomoaki Matsuura (3),
Hiroaki Suzuki (3), Tetsuya Yomo (5) ((1) ERATO, JST: (2) University of Southern Denmark: (3) Osaka University: (4) Chiba University: (5) Osaka
University; ERATO, JST)

BHEEILART IRV NACERROBREEIA/O0F v+ UN—ERWVZOREELY A F I U R5E
Constructing highly self-reproducible giant vesicles and measurement of the morphological dynamics in microchambers

Takuya Tomita (1), Tadashi Sugawara (3), Yuichi Wakamoto (2) ((I/) Department of Basic Science, Graduate School of Arts and Sciences, The
University of Tokyo : (2) Research Center for Complex Systems Biology, The University of Tokyo: (3) Department of Basic Science, Graduate School of
Arts and Sciences, The University of Tokyo ;Research Center for Complex Systems Biology, The University of Tokyo)

KesA F v RIVORB IS HBEEE

Rearrangements in the KcsA cytoplasmic domain underlie its gating

Minako Hirano (1), Yuko Takeuchi (1), Takaaki Aoki (1), Toshio Yanagida (1), Toru Ide (1) ((1) Graduate School of Frontier Biosciences, Osaka
University)

OmpF RU DA A VBB Zalb— 3>

Molecular dynamics simulation of cation permeation through OmpF porin

Yasuhiro Matsuura (1), Atsushi Suenaga (2), Tadashi Ando (1), Ichiro Yamato (1) (({) Department of Biological Science and Technology, Tokyo
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University of Science: (2) High-performance Mol Simul Team, Comput Sys Biol Res Group, Adv Comput Sci Dept, RIKEN Adv Sci Inst)

TEMELGEWERGTHS E7TTAZA W KesA AU D LF v xILD pH IKFHE
pH-dependent gating of KcsA potassium channel examined by using an “inactivation-free” mutant, E71A.

Yuka Matsuki (1), Masayuki Iwamoto (1), Hirofumi Shimizu (1), Shigetoshi Oiki (1) ((1) Department of Molecular Physiology and Biophysics,
University of Fukui Faculty of Medical Sciences)

YTV tEhy REBEDEREETO KesA AU I AL F v RIVEBBIEZE(LEHR
Conformational Changes of Single-Molecular KcsA Potassium Channels during Gating Recorded in a Sub-Millisecond Time Resolution

Hirofumi Shimizu (1), Masayuki Iwamoto (1), Takashi Konno (1), Reo Sakakura (2), Yoshimitsu Aoki (2), Shigetoshi Oiki (1) ((1) Department of
Molecular Physiology and Biophysics, University of Fukui Faculty of Medical Sciences: (2) Department of Electronics and Electrical Engineering,
Faculty of Science and Technology, Keio University)

T#HRRERHIC B 55 PUFAs D&
Effects of disruption of lipid rafts by PUFAs on T cell recognition

Keiko Udaka (1), Satoshi Komaniwa (1), Arisa Yano (1), Toshihiro Komatsu (1), Akifumi Hagi (2) ((1) Department of Immunology, Kochi Medical
School: (2) Otsuka Pharmaceutical Factory, Inc.)

FPGA ZRWe1 FEBHI I aL—5—
Single Molecule Bio-Simulator on FPGA
Michihiro Hori (1), Masahiro Ueda (1) ((1) Osaka University)

RN 1 SFRINICEDWEERESEICEIT 5284 - GERERMBEERDET IV
Two state model of G protein-coupled chemoattractant receptors for directional sensing in chemotaxis

Yukihiro Miyanaga (1), Michihiro Hori (1), Tatsuo Shibata (2), Mashahiro Ueda (1) ((1) Graduate School of Frontier Biosciences, Osaka University,:
(2) Department of mathematical and life science, Hiroshima university)

FAVEKRRIF VT FIVOVEERBIIBEES 7 ML > THBIEhTWS
Initial thrombopoietin signaling is regulated by lipid rafts

Akihiko Sakamoto (1), Takashi Kato (2), Takashi Funatsu (3) ((/) Graduate School of Pharmaceutical Sciences, The University of Tokyo,; Center for
Medical System Innovation, The University of Tokyo: (2) Faculty of Education and Integrated Arts and Sciences, Waseda University: (3) Graduate
School of Pharmaceutical Sciences, The University of Tokyo,; Center for NanoBio Integration, The University of Tokyo; CREST, Japan Science and
Technology Agency)

AV ISR MERERESBERAVCRERERRTORE_ERORTHL
Visualization of lipid bilayer in the crystal of the membrane protein using x-ray contrast variation and anomalous scattering

Yoshiyuki Norimatsu (1), Junko Tsueda (1), Ayami Hirata (1), Shiho Iwasawa (1), Chikashi Toyoshima (1) ((1) Institute of Molecular and Cellular
Biosciences)

INBIRRT VG S VBRI FTRICEBITBE/ T I &N LIZERER
Monoaminergic cross-talk action at the mossy fiber-deep cerebellar nuclei synapses
Fumihito Saitow (1), Hidenori Suzuki (1) ((1) Dept. Pharmacology, Nippon Medical School)

B NMR 99EE(C L B SWAP-70 PH KA A C OBEERFE ICE T B BIEHIE & K UHEEED#R
A solid state NMR study of the structure and function of the SWAP-70 PH domain induced at the membrane interface.
Naomi Tokuda (1), Hitoshi Yagisawa (1), Yasuhisa Fukui (2), Satoru Tuzi (1) ((1) Grad. Schl. Life Sci., Univ. Hyogo.: (2) Hoshi. Univ.)

YUZNIF -SRI T FIVRERERAWNE, EXAERBEEERCH T EHA
Towards engineering of phototactic Escherichia coli by using sensory rhodopsin I and Che proteins from Salinibacter ruber
Daisuke Suzuki (1), Michio Homma (1), Yuki Sudo (1) ((1) Division of Biological Science, Graduate School of Science, Nagoya University)

HABHMEOBREGEFHEMICKRIZTERT =/ —IVADOIHIER
Inhibitory action of bisphenol A on compound action potentials in frog sciatic nerves

Kotaro Mizuta (1), Tsugumi Fujita (1), Hiroki Yamagata (1), Eiichi Kumamoto (1) ((1) Department of Physiology, Faculty of Medicine, Saga
University )

Z v MEMEAICEITS TRPAT F+ RIIVOBFREEICEL 3 2 F T RaiEDEMSEE

Presynaptic activation by local anesthetics of TRPA1 channels in the rat spinal dorsal horn

Lian-Hua Piao (1), Tsugumi Fujita (1), Chang-Yu Jiang (1), Kotaro Mizuta (1), Hai-Yuan Yue (1), Masanari Inoue (1), Eiichi Kumamoto (1) ((/)
Dept. Physiol., Fac. Med., Saga Univ.)

ZIIVRFYZ L ORRIECDOERIFAR
Theoretical study of photoisomerization of fluvoxamine

Kei Odai (1), Tohru Sugimoto (2), Etsuro Ito (3) ((1) Dept. of informatics and Media Technology, Shohoku Coll., Japan: (2) Dept. of Humanities, Coll.
of Engin., Kanto Gakuin Univ., Japan.: (3) Lab. of Functional Bio., Kagawa School of Pharmaceutical Sci., Tokushima Bunri Univ. Japan.)

Tty FERGBRWEREES ) THROZERE. 4F 2 F v FIVRVREMICHT 2R TENEDER
Neurotransmitters act on receptors, ion channels, and membrane potentials in cultured glial cells from the myenteric plexus of the guinea-pig
cecum

Kazuo Suzuki (1), Kazunori Ohta (1), Tomoharu Kimura (1), Syoichi Siga (1), Tomo Inoue (1), Daisuke Matsumoto (1), Mitsuyoshi Iwata (1),
Masashi Sato (1), Katsuhiko Ikeda (1) ((1) Department of Biomedical Engineering, Tokai University)

RZa—Jlxy bT—0C&BENMFEE
Incremental learning by lattice neural networks
Daisuke Uragami (1), Hiroyuki Ohta (2) ((1) Gakushuin University: (2) National Defense Medical College)
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THVAhDPRET BEEOTDOEHIZEL
Dynamic changes of chromatic pattern in squid, Sepioteuthis lessoniana

Mamiko Suzuki (1), Tetsuya Kimura (2), Hiroto Ogawa (3), Kohji Hotta (1), Kotaro Oka (1) (({/) Graduate School of Science & Technology, Keio
Univ.: (2) Lab. for Alzheimer's Disease, RIKEN BSI: (3) Graduate School of Science, Hokkaido Univ.)

JeEMAL GFP 2 AW =2 F 7 AR F DB
Tracking of synaptic proteins at synapse by photoactivatable GFP in hippocampal neurons
Kazuyuki Kiyosue (1), Kimihiko Kameyama (1) ((1) National Institute of Advanced Industrial Science and Technology (AIST))

DR EST 1 AICLBRR
Figure and background recognition and expression with lattice theory
Yujin Kitamura (1), Pegio-Yukio Gunji (1) ((1) Kobe University)

FHETH BRI IZIREFHOZEN ; RELEREORERERMES
Olfactory effect in subjective colors and color recognition ; crossmodal association between odors and colors
Tomoaki Nakamura (1), Yukio Gunnji (1) (1) Graduate school of sciences of Kobe university )

BEERI MRIZ A WVERYNATTICK D EHREERDOHERBOMN
Neural basis of subjective color perception during Benham's top illusion: a functional magnetic resonance imaging study
Hiroki Tanabe (1), Yusuke Morito (1), Tomoko Sakai (1), Norihiro Sadato (1) ((1) National Institute for Physiological Sciences)

MIEERMEICHIT 2 BREDREON FRE
The molecular mechanism of the modulation of the spontaneous activity in a neuronal network

Ai Kiyohara (1), Takahisa Taguchi (2), Suguru Kudoh (3) ((1) School of Science, Osaka University: (2) National Institute of Advanced Industrial
Science and Technology (AIST): (3) Division of Human System Interaction, School of Science )

EEMZERREORBBMAZBECS T 2REEALCEKLEREY
Immunofluorescence imaging and electrical activity during long term development of cultured neuronal networks

Takumi Komatsu (1), Daisuke Ito (1), Naohiro Yamada (1), Hiroki Tamate (1), Kazutoshi Gohara (1) ((1) Division of Applied Physics, Graduate
School of Engineering, Hokkaido University)

EENMR ICKBNITUAORT L VOEAICE> THFEEINS L FF— )L BB ORI
Pressure induced retinal isomerization in bacteriorhodopsin as studied by solid-state NMR

Hirohide Nishikawa (1), Kana Tajima (1), Izuru Kawamura (1), Akimori Wada (2), Satoru Tuzi (3), Akira Naitou (1) ((/) Graduate School of
Engineering, Yokohama National University: (2) Kobe Pharmaceutical University: (3) Department of Life Science, University of Hyogo)

BCEMBENMR ICKZNITFUAORTL VO Tyr A2 7+ A= 3 VE(LDORER
Conformational changes at Tyr residues in Bacteriorhodopsin as studied by high-resolution C solid state NMR

Izuru Kawamura (1), Moyako Horigome (1), Junko Tanabe (1), Masato Omine (1), Satoru Tuzi (2), Akira Naito (1) ((/) Yokohama National
University: (2) University of Hyogo)

Bl NMR [CK B HRESY /N0 E ppR EZEDERE T204A DEFEEZEIL DR

Analysis of local protein conformations in photoreceptor ppR and its mutant T204A by solid-state NMR

Tetsurou Hidaka (1), Izuru Kawamura (1), Takudo Nishio (1), Kazuhiro Osawa (1), Naoki Kamo (2), Akira Naito (1) ((/) Graduated School of
Engineering, Yokohama National University: (2) College of Pharmaceutical Sciences, Matsuyama University)

Bk 13C NMR [CX B ppR O EREEAIOEEEAZELDERR

Change of interaction in cytoplasmic surface region of ppR with pHtrll in the complex formation as studied by solid-state NMR

Takahiro Kondo (1), Izuru Kawamura (1), Takudo Nisio (1), Naoki Kamo (2), Akira Naito (1) ((/) Graduate School of Engineering , Yokohama
National University: (2) Graduate School of Pharmaceutical Sciences, Hokkaido University ; College of Pharmaceutical Sciences, Matsuyama
University)

HAMP RA A 2 DRFENNZMER : EFRAEVEHREHRIBOT -4 £HET S 4 —helix bundle &

Molecular dynamical analysis of a HAMP domain: A four-helix bundle structure satisfies the data of electron paramagnetic resonance

Koro Nishikata (1), Sotaro Fuchigami (2), Mitsunori Ikeguchi (2), Akinori Kidera (3) ((1) Supramolecular Biology, International Graduate School of
Arts and Sciences, Yokohama City University: (2) Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City
University: (3) Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City University; Research Program for
Computational Science, RIKEN)

ARToOBEERELT B0 FREEER
Intramolecular interaction of rhodopsin stabilizing the native structure
Yasushi Imamoto (1), Kazumi Sakai (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Kyoto University)

Bk - EAREYBEICEITBEEPREED pH KFEOLEEH R
Comparative studies on the pH-dependency of the active intermediate between rod and cone visual pigments.
Keita Sato (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto University)

SR Y -5 NOE PixD ORAFEBEEE LV FREEERECORE
Study on light-induced conformational change and intermolecular interaction change of a blue light sensor protein PixD

Keisuke Tanaka (1), Yusuke Nakasone (2), Koji Okajima (3), Masahiko Ikeuchi (4), Satoru Tokutomi (5), Masahide Terazima (6) (({) Department of
Chenistry, Graduate School of Science, Kyoto University: (2) Department of Chenistry, Graduate School of Science, Kyoto University: (3) Department
of Life Sciences (Biology), Graduate School of Arts and Sciences, The University of Tokyo; Research Institute for Advanced Science and Technology,
Department of Biological Science, Graduate School of Science, Osaka Prefecture University: (4) Department of Life Sciences (Biology), Graduate
School of Arts and Sciences, The University of Tokyo: (5) Research Institute for Advanced Science and Technology, Department of Biological Science,
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Graduate School of Science, Osaka Prefecture University: (6) Department of Chenistry, Graduate School of Science, Kyoto University)

MAX L DUBEEZAORT L VERBICET S VFF— IV REFANLRMEIE
Photoisomerization efficiency of the retinal chromophore in rhodopsin mutants with displaced counterion
Kei Tsutsui (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto University)

RBBING I VBIREDOY A FMESICH DS —EFREGRROLLERT
Comparative analyses of ligand-induced dimeric rearrangements of metabotropic glutamate receptors

Masataka Yanagawa (1), Takahiro Yamashita (1), Yoshinori Shichida (1) ((1) Department of Biophysics, Graduate School of Science, Kyoto
University )

RUI TS Y DR FHREDRER
Exploring Molecular Functions of Parietopsin

Kazumi Sakai (1), Yasushi Imamoto (1), Takahiro Yamashita (1), King-Wai Yau (2), Chih-Ying Su (2), Yoshinori Shichida (1) ((1) Department of
Biophysics, Graduate School of Science, Kyoto University: (2) Department of Neuroscience, Johns Hopkins University School of Medicine)

BEFERFENEHE (AFM) ZRANENSTUAD R TS 2 OIRHEICH S BIEEIER
High-speed atomic force microscopy visualization reveals dynamic molecular processes in photo-activated bacteriorhodopsin

Mikihiro Shibata (1), Hayato Yamashita (1), Takayuki Uchihashi (2), Hideki Kandori (3), Toshio Ando (2) ((1) Kanazawa University: (2) Kanazawa
University;JST/CREST: (3) Nagoya Institute of Technology)

TabLYRITEBIBLIENITUVTZ DY —ART L VOEREHE
The mutation study to create proton pumps from a bacterial sensor rhodopsin
Akira Kawanabe (1), Jung Kwang-Hwan (2), Hideki Kandori (1) ((1) Nagoya Institute of Technology: (2) Sogang University)

THEREAORT VOh—RYF/Fa—-T~0OAE
Encapsulation of ion-pumping rhodopsins into multi-wall carbon nanotubes

Takayoshi Kawashima (1), Kazuhiro Yanagi (3), Zheng Liu (4), Yuji Furutani (5), Kazutomo Suenaga (4), Hiromichi Kataura (2), Hideki Kandori
(1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2) Nanotechnology Research Institute (NRI), National Institute of
Advanced Industrial Science and Technology (AIST): (3) Nanotechnology Research Institute (NRI), National Institute of Advanced Industrial Science
and Technology (AIST);Department of Physics, Tokyo Metropolitan University: (4) Nanotube Research Center, National Institute of Advanced
Industrial Science and Technology (AIST): (5) Department of Frontier Materials, Nagoya Institute of Technology,Institute for Molecular Science)

ERBEREHAVMBE ORI IR
Low-temperature FTIR study of primate color pigments

Kota Katayama (1), Yuji Furutani (2), Hiroo Imai (3), Hideki Kandori (1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2)
Department of Life and Coordination-Complex Molecular Science, Institute for Molecular Science: (3) Primate Research Institute, Kyoto University)

KERBREERICICETS CP43-354 15 )V 4 = VBED FTIR IC & B HE1&MET
FTIR study on the structure of CP43-E354 in the photosynthetic oxygen-evolving center

Hiroyuki Suzuki (1), Yuichiro Shimada (2), Tohru Tsuchiya (2), Tatsuya Tomo (2), Mamoru Mimuro (2), Takumi Noguchi (1) ((1) Institute of
Materials Science, University of Tsukuba: (2) Graduate School of Human and Environmental Studies, Kyoto University)

FHALER N ICHITEREFD Q AN DIHEER
Interactions of herbicides in the Q g binding site in photosystem II: Analysis by Fourier transform infrared spectroscopy

Ryouta Takahashi (1), Takumi Noguchi (1) ((1) Inst. of Mater. Sci., Univ. of Tsukuba)

QA BB &L FTIR BIRICK D PSI ICH T2 E—EFZREE QA DX FRIEEERA DA
Molecular interaction of the primary quinone electron acceptor QA in photosystem II as studied by QA reconstitution and FTIR analysis

Yuta Kozue (1), Akira Takano (1), Ikuyo Sugimoto (2), Hiroyuki Suzuki (1), Miwa Sugiura (3), Yuichiro Takahashi (2), Takumi Noguchi (1) ((7)
Institute of Materials Science, University of Tsukuba: (2) The Graduate School of Natural Science and technology, Okayama University: (3) Cell-Free
Science and Technology Research Center, Ehime University)

MREFMREER LICEYMOREEA N =X LDEH
The mechanism of photodamage of phososystem II as revealed by herbicide effects and FTIR difference spectroscopy
Issei Idedan (1), Yuichi Shibuya (1), Takumi Noguchi (1) ((1) Graguate School of Pure and Applied Sciences University of Tsukuba )

IAEREFHFRCIVFRLAERMERI T H T 4 F 2 aDEMLZETER
Redox potential of pheophytin a in photosystem II measured by spectroelectrochemistry

Yuki Kato (1), Miwa Sugiura (2), Tadashi Watanabe (1) ((1) Institute of Industrial Science, the University of Tokyo: (2) Cell-Free Science and
Technology Research Center, Ehime University)

HEAMEGERT v VERWERTFR_SGONIBOBRT AV R Ry F 2 T EORR
Toward the fast blind docking of a peptide to a target protein by using a four-body statistical pseudo-potential
Takuyo Aita (1), Koichi Nisigaki (1), Yuzuru Husimi (1) (({) Saitama University)

MD22alb—2arEdoNROEDAYF v ETAHRERERBWEN—F¥IROIV—Z2F
Virtual screening to separate active ligands from decoys using MD simulation and concavity shape comparing

Chie Motono (1), Takatsugu Hirokawa (1) ((1) Computational Biology Research Center, The National Institute of Advanced Industrial Science and
Technology)

TI/BEINNOSDY NV ERSEFERTRES NI ERBEERANDER
Prediction of protein motion from amino acid sequence and its application to protein-protein interaction

Shuichi Hirose (1), Kiyonobu Yokota (2), Hiroshi Wako (3), Shigeru Endo (4), Satoru Kanai (5), Tamotsu Noguchi (1) ((1) AIST, CBRC, Research
Institute of IT Biology/Faculty of Science and Engineering, Waseda University: (2) AIST, CBRC: (3) School of Social Sciences, Waseda University;
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Research Institute of IT Biology/Faculty of Science and Engineering, Waseda University: (4) Department of Physics, School of Science, Kitasato
University: (5) PharmaDesign, Inc.)

BEEYE EHAERHMELEDVESIA Mo v o2 a v Rl 2LEaMDIRE
Search for compounds that modulate tight-junction activity : structural biology and computational approaches.

Shogo Mase (1), Kaori Satomura (2), Natsuko Goda (1), Yukari Akiyoshi (3), Takeshi Tenno (4), Mikio Furuse (2), Hidekazu Hiroaki (4) ((1)
Graduate School of Medicine, Kobe University ; Institute for Bioinformatics Research and Development, Japan Science and Technology Agency
(BIRD-JST): (2) Graduate School of Medicine, Kobe University ; Target Proteins Research Program (TPRP): (3) Graduate School of Medicine, Kobe
University: (4) Graduate School of Medicine, Kobe University ; Institute for Bioinformatics Research and Development, Japan Science and Technology
Agency (BIRD-JST) ; Target Proteins Research Program (TPRP))

HEERERELAREQSICEIT2BMEEERABUOERERC A A CEEEERERATE
Prediction of domain-domain interaction sites from interface propensity and known interface positions of homologs

Masafumi Shionyu (1), Satoru Hirako (2), Hideaki Ishikawa (2) ((1) Facalty of Bioscience, Nagahama Institute of Bio-Science and Technology: (2)
Graduate School of Bioscience, Nagahama Institute of Bio-Science and Technology)

SUONRVERHEERELUY RAA VBHEEERRY T -0 OBELHER
Construction and comparison of PPI and DDI network

Akihiro Okuno (1), Kengo Kinoshita (2), Motonori Ota (3) ((1) Graduate School of Biosci. & Biotech., Tokyo Institute of Technology: (2) Institute of
Medical Science, University of Tokyo: (3) Graduate School of Information Science, Nagoya University)

2EORBERMEKRBEN S ATHAEERICE NV THRE S NS HBNNRESHRRIYATEME
Cooperative and adaptive phenotypic plasticity observed in a synthetic mutualism composed of two auxotrophs of Escherichia coli
Kazufumi Hosoda (1), Kotaro Mori (1), Akiko Kashiwagi (2), Shingo Suzuki (1), Tetsuya Yomo (1) ((1) Osaka university: (2) Hirosaki university)

—HRBEREAVCRLERORTEORBRSEEOIE
Phenotypic plasticity of the cell morphology of the centric diatom (Cyclotella meneghiniana) by the on-chip single-cell cultivation system.

Yuka Shirokawa (1), Kenji Karino (2), Shigeki Mayama (2), Yuichi Wakamoto (3), Masakazu Shimada (4) ((1) Department of Biological Sciences,
the University of Tokyo: (2) Department of Biology, Tokyo Gakugei University: (3) Research Center for Complex Systems Biology, the University of
Tokyo: (4) Department of Systems Sciences, the University of Tokyo)

BHRICHEITE0Z0WATIY—RAEZDLVEEELXTANDGH
Applying weak equivalence of categories between partial maps and pointed sets to the 2-arm bandit problem with changing conditions
Takayuki Niizato (1), Yukio Gunji (1) ((1) Kobe University: (2) Kobe University)

EMMEETRAICE T SRERENS - OBRNVEZ
Spontaneous switching of morphology development pattern in the plasmodium of Physarum polycephalum

Masaki Yamachiyo (1), Tomohiro Shirakawa (2), Yukio-Pegio Gunji (1) ((/) Dept. of Earth and Planetary Sciences, Graduate School of Sciences,
Kobe University: (2) Dept. of Computational Intelligence and Systems Science, Interdisciplinary Graduate School of Science and Engineering, Tokyo
Institute of Technology)

ZODRERFRNMSEBRESNDIRETHORE (BEMEEREDOITHICHYT 5 RABHE)
Analysis for the behavior of Physarum plasmodium using lattice

Iori Tani (1), Tomohiro Shirakawa (2), Yukio-Pegio Gunji (1) ((1) Graduate School of Science, Department of Earth and Planetary Sciences, Kobe
University: (2) Department of Computational Intelligence and Systems Science, Interdisplinary Graduate School of Science and Engineering, Tokyo
Institute of Technology)

B UCHBAREICE T2 9 FHEE AT ADREN
Reaction-Diffusion Behavior of a Molecular Machinery in the Crowded Environment of the Cell
Yuichi Togashi (1) ((1) Osaka University)

EFEICERDSEHEICDONT : BEEN L/ A XEFUHUKRFOREN
Biologically inspired stochastic feedback control: the stochastic stability in an inverted pendulum system with delay and noise.

Michihito Takami (1), Tetsuya Shimokawa (1), Yuichi Togashi (1), Toshio Yanagida (1) ((1) Osaka University Graduate School of Frontier
Biosciences)

BISHRETHRERETIVICLZBRBEICHT 2 SHARNEIBIE
Various response processes against the environmental change by coupled adaptive elements model
Masayo Inoue (1), Kunihiko Kaneko (1) ((1) University of Tokyo)

HRER D R A A VR RIBIED#ER

Kinetics of domain growth in cell sorting process

Akihiko Nakajima (1), Shuji Ishihara (2) ((1) Department of Basic Science, University of Tokyo: (2) Department of Basic Science, University of
Tokyo; PRESTO, JST)

ESRZEZRAWEST /NI TUTKES /80 E KaiA — KaiC {8 B/ DR
ESR analysis of the interaction between cyanobacterial clock proteins KaiA and KaiC

Kentarou Isii (1), Reiko Murakami (2), Risa Mutou (2), Zyonatan Barensia Suwan (2), Masahiro Isiura (2), Tosiaki Arata (1) ((/) Department of
Biological Science, Graduate School of Science, Osaka university  : (2) Center for Gene Research, Nagoya University)

BZ RIGD = RITAREAN DR D EICEET 2 B iR
Evaluation of the magnetic field influence on three-dimensional patterns of BZ reaction
Tadasuke Hamamura (1), Ayae Oda (1), Akira Yano (1), Satoka Aoyagi (1) (1) Faculty of Life and Environmental Science, Shimane University)

Briggs-Rauscher (BR) RIEDFESHRISEEICE T D EAMORIBR
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Evaluation of oscillation between the semi-batch reactors of Briggs-Rauscher reaction
Mituko Majima (1), Yuuki Sugihara (1), Satoka Aoyagi (1) ((1) Faculty of Life and Environmental Science, Shimane University)

RIEEHROIRIVF R
Energetics of a reproducing protocell with chemical reaction process
Yohei Kondo (1), Kunihiko Kaneko (1) ((1) The University of Tokyo)

7309V A O OFfRERWVCEZRISETR S R T A
Fractal-shaped micro channel system for kinetic analysis of biochemical reaction
Katsuki Hirata (1), Tetsuo Ichii (2), Hiroaki Suzuki (1), Tomoaki Matsuura (1), Tetsuya Yomo (1) ((1) Osaka university : (2) ERATO, JST)

#HARAEZRAOSHR SNP IRHEDRFR
Development of a Novel SNP Detection Method Using Fluorescence Polarization
Masafumi Shimizu (1), Hiromi Arai (1), Makoto Tsuruoka (1) ((1) School of Bioscience and Biotechnology, Tokyo University of Technology)

EERPORBEEEDKBEY 1 XKFHEOERIIEL
The theoretical evaluation of the dependency of the velocity of Escherichia coli on their size in the stationary flow

Takeshi Miyakawa (1), Kitao Fujiwara (1), Kyouhei Takahashi (1), Ryota Morikawa (1), Masako Takasu (1) ((/) Tokyo University of Pharmacy and
Life Sciences)

BEFENBEBRICLD B85 boOTY—HB5H boOTY UHKICHT HREDHZEDE
Evaluation of temperature effect on interaction between beta-lactoglobulin and anti-beta-lactoglobulin antibody by AFM
Jun'Ichi Wakayama (1), Shigeru Sugiyama (1) ((1) National Food Researh Institute, NARO)

UEEERTEENALEYA 70X — MLRT—IVOZERBICH LA ShcKiE DNA 2 F DS RBIEZEL
Conformational transition on a long DNA molecule confined in a micrometer-scale space surrounded by a phospholipid membrane

Ayako Kato (1), Takahiro Sakaue (2), Akihiko Tsuji (3), Kenichi Yoshikawa (4) ((1) Grad. Sch. Pharm. Sci., Josai Univ: (2) Dept. Phys., Grad. Sch.
Sci., Kyushu Univ: (3) Spatio-Temporal Order ICORP, JST: (4) Dept. Phys., Grad. Sch. Sci., Kyoto Univ,;Spatio-Temporal Order ICORP, JST)

NOTUT7—HRL NIV TOMBRATP A A—2200
Single cell imaging of ATP level inside bacteria

Keisuke Tomiyama (1), Masahiro Nakano (1), Hiromi Imamura (2), Hiroyuki Noji (1) ((I) the institute scientific and industrial research, osaka
university: (2) Japan Science and Technology Agency)

F/EREISRY—DRRELEER T DFERHMADIEH
Preparation of Highly Fluorescent Au Nanoclusters and Application for Biomolecular Imaging

Shin-Ichi Tanaka (1), Dhermendra Tiwari (2), Takashi Jin (2), Yasushi Inouye (1) (({/) Graduate school of Frontier Biosciences, Osaka University:
(2) Immunology Frontier Research Center, Osaka University)

HABAEERAWCRNEZETO—TORR
Developments of the force sensitive fluorescent probe using fluorescent proteins.

Watanabe Tomonobu (1), Keiko Yoshizawa (1), Yanagida Toshio (1) ((1) WPI, Immunology Frontier Research Center, Osaka University)

NAFAPHN AT ALRBIELIEZZRTF/ ATE—
3D nanoscopy optimized for biological systems

Singo Fukui (1), Keiko Yosizawa (2), Tomonobu Watanabe (2), Tosio Yanagida (1) ((1/) Graduate School of Frontier Biosciences, Osaka University:
(2) Immunology Frontier Research Center, Osaka University)

EF Ry FERAWVER—ST7I04 RRTFRBEDA A =DV
Imaging of amyloid-beta peptide aggregation in vitro and in vivo by a quantum dot-based nanoprobe

Kiyotaka Tokuraku (1), Meg Marquardt (2), Tsuneya Ikezu (2) ((1) Miyakonojo National College of Technology: (2) University of Nebraska Medical
Center)

VSFG #RHFRIVBRIG MR Z AV CE S LHROFRNA A -2 0
IR imaging of living cell by VSFG detected IR super-resolution microscopy
Satoshi Kogure (1), Keiichi Inoue (1), Katuya Kikuchi (1), Masaaki Fujii (1), Makoto Sakai (1) ((1) Tokyo Institute of Technology)

IR ERREEFINERGEBRORMRE LHERADEA
Development of vibrational sum-frequency generation IR super-resolution microscope and its application to cells

Keiichi Inoue (1), Satoshi Kogure (1), Katsuya Kikuchi (1), Masaaki Fujii (1), Makoto Sakai (1) ((1) Chemical Resources Laboratory, Tokyo Institute
of Technology)

FAMAYA MTEIFBHIVD D AT FIVOZERBRIFIEEE DR
Spatial Regulation of Calcium Signals in Astrocytes
Misa Arizono (1) ((1) The Institute of Medical Science ,University of Tokyo)

MERRETFICL S HRRNIRERXDORERE
Augmentation of retrograde axonal transport velocity after the application of nerve growth factor

Mami Nomura (1), Takeharu Nagai (2), Tomomi Tani (2) ((/) Graduate School of Fronteir Science, University of Tokyo, Dpt. Medical Genome
Science: (2) RIES, University of Hokkaido)

FHRO—F I VBBICEDWEARNERA A -2 TO-T DR

Evolution of Group 14 Rhodamines as a Platform for Far-red to Near-infrared Emitting Fluorescence Probes
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Yuichiro Koide (1), Yasuteru Urano (2), Tetsuo Nagano (1) ((1) Graduate School of Pharmaceutical Sciences, The University of Tokyo, JST CREST:
(2) Graduate School of Pharmaceutical Sciences, The University of Tokyo)

WET oFERATO-TERVEBBONTEE MRNA DY 7 LS A ABEF
Real time monitoring of endogenous mRNA in living cells using linear antisense probe

Kohki Okabe (1), Yoshie Harada (2), Takashi Funatsu (1) ((/) Graduate School of Pharmaceutical Sciences, University of Tokyo: (2) Institute for
Integrated Cell-Material Sciences, Kyoto University)

A MVRRECEITZEE/HBONEE MRNADYTIVE AL A= T
Real-time imaging of endogenous mRNAs in living cells during stress

Junwei Zhang (1), Kohki Okabe (1), Takashi Funatsu (1) ((1) Laboratory of Bio-Analytical Chemistry, Graduate School of Pharmaceutical Sciences,
University of Tokyo)

FROV-AIVEZ2IYCREEREEZRAVVESFL v MLORSRE
Kinesin Calmodulin Fusion Protein as a Molecular Shuttle

Hideki Shishido (1), Kiyoshi Nakazato (1), Eisaku Katayama (2), Shigeru Chaen (3), Shinsaku Maruta (1) ((1) Div. of Bioinfo., Grad. Sch. of Eng.,
Soka Univ.: (2) Div. of Biomolecular Imaging, Inst. of Med. Sci., Univ. of Tokyo.: (3) Dept. of Int. Sci. in Phys. and Biol., Coll. of Humanity and Sci.,
Nihon Univ.)

TA5S5 LRT BKBEDRTE
The development of E.coli programmed death system

Kumiko Arata (1), Kazauhito Tabata (1), Hirohuki Noji (1) ((1) Department of Biomolecular Energetics, The Institute of Scientific and Industrial
Research, Osaka University)

RUZETEBRENL3IRTTRA 0/ AV IVIEE
Three-dimensional Hydrogel Microstructures Fabricated by Knitting
Hiroaki Onoe (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science, The University of Tokyo)

EYBZD=H DAY A XEBEF v > /N—
A cell-sized semipermeable chamber for biophysics
Masahiro Takinoue (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science, The University of Tokyo)

HItH BODIPY o — 2 RMLEMZE RV A F S FORZERDEHIH
Spatial and temporal control of biomolecules by green light irradiation with use of fluorescent BODIPY-caged compounds

Nobuhiro Umeda (1), Yasuteru Urano (1), Tetsuo Nagano (1) ((1) Graduate School of Pharmaceutical Sciences, The University of Tokyo: (2) CREST,
JST: (3) JSPS)

Rc-PYP LHHEMFRS /XU BERWCERFEOATIEMROESR
Light dependent enzyme activity control by use of interaction of the Rc-PYP
Harumasa Kubo (1), Yoichi Yamazaki (1), Hironari Kamikubo (1), Mikio Kataoka (1) (/) NARA INSTITUTE of SCIENCE and TECHNOLOGY)

288 (10A 318 (X)) /Day2(Oct. 31, Sat.)

BEFRERBIEFRITICK5KT v 1)V AQP1 DENHEEEEIERFT
High-resolution structural analysis of a water channel, AQP1, by electron crystallography
Kaoru Mitsuoka (1), Hiroko Endou (1), Daisuke Kasuya (2), Nobuhiko Gyobu (2) ((1/) BIRC, AIST: (2) BIRC, JBIC)

Folding simulations of chignolin by self-learning multiscale method
Wenfei Li (1), Shoji Takada (1) ((1) Kyoto University, Department of Biophysics: (2) CREST, Japan Science and Technology Inc.)

7IOA R RBERG NIE NSRS A VTF D OREFREEEERAICHITT
Towards the Neutron Crystallographic Analysis of Amyloid Protein, Transthyretin

Takeshi Yokoyama (1), Yuko Nabeshima (2), Mineyuki Mizuguchi (2), Ichiro Tanaka (1), Nobuo Niimura (1) ((/) Frontier Research Center for
Applied Atomic Sciences, University of Ibaraki, : (2) Graduate School of Medicine and Pharmacuetical Science, University of Toyama)

X#RNARELIC K D DNA HEHERA D AT « T— 9 TH D IRER Swis & Sfr1 ORREEBENR
Solution structures of DNA recombination mediators Swi5 and Sfrl in fission yeast studied by small-angle x-ray scattering

Yuichi Kokabu (1), Tomotaka Oroguchi (1), Yasuto Murayama (1), Naoyuki Kuwabara (1), Tsutomu Yamane (1), Hiroshi Hashimoto (1), Satoru
Unzai (1), Toshiyuki Shimizu (1), Hiroshi Iwasaki (1), Mitsunori Ikeguchi (1) (/) Yokohama City University)

ZUDVVIA VR AERY NV BOREREE
Crystal structure of leginsulin binding protein from carrot

Takuya Yoshizawa (1), Hiroshi Hashimoto (1), Toshiyuki Shimizu (1), Satoru Unzai (1), Yuji Nishiuchi (2), Hisashi Hirano (1), Mamoru Sato (1) ((/)
Yokohama City University: (2) PEPTIDE INSTITUTE, INC.)

£ bk REV7 —REV3 & A0 X RS RIEERFT
Crystal structure of human REV7 in complex with REV3 fragment

Kodai Hara (1), Toshiyuki Shimizu (1), Yoshiki Murakumo (2), Tomo Hanafusa (3), Haruo Ohmori (3), Mamoru Sato (1), Hiroshi Hashimoto (1) ((/)
Yokohama City University: (2) Nagoya University Graduate School of Medicine: (3) Institute for Virus research, Kyoto University)

130 CETORAERICHIF2FMBETN T I OBEICHT S 2 1 I —BHAEMEHAORENR
Protective Effect of Gemini Surfactant on Secondary Structural Change of Bovine Serum Albumin in Thermal Denaturation up to 130 °C
Yoshiko Moriyama (1), Yuu Tanizaki (1), Hironori Harano (1), Kunio Takeda (1) ((1) Okayama University of Science)
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FBIFEAEE HE Type Il Rubisco DEiE % & (C L= EHE{k

Structure-based optimization for catalytic activity of a Type III Rubisco from a hyperthermophile

Yuichi Nishitani (1), Masahiro Fujihashi (1), Takashi Doi (1), Shosuke Yoshida (2), Haruyuki Atomi (2), Tadayuki Imanaka (3), Kunio Miki (1) ((/)
Graduate School of Science, Kyoto Univ.: (2) Graduate School of Engineering, Kyoto Univ.: (3) College of Life Sciences, Ritsumeikan Univ.)

BRABTOF 2T 4 SA2 MONREFEICRITTHE
Effects of tensile force on mechanical properties of actin filament

Shinji Matsushita (1), Taiji Adachi (1), Yasuhiro Inoue (1), Masaki Hojo (2), Masahiro Sokabe (3) (({/) Department of Mechanical Engineering and
Science, Kyoto University; Computational Cell Biomechanics Team, RIKEN: (2) Department of Mechanical Engineering and Science, Kyoto

University: (3) Department of Physiology, Nagoya University ; ICORP/SORST Cell Mechanosensing, JST)

BEMSA A DI /RO EHPIP)D 0.5 A SREEICH 1T 5 RIEEMRIF
Crystal structure of a high-potential iron sulfur protein (HiPIP) at 0.5 A resolution
Kazuki Takeda (1), Yu Hirano (1), Zheng-Yu Wang (2), Kunio Miki (1) ((1) Kyoto University: (2) Ibaraki University)

BYINAVALALV2ZERANESOEY (9FE407H) OiEREE
Crystal structure of a 400 kDa hemoglobin (V2Hb) from Lamellibrachia satsuma

Nobutaka Numoto (1), Taro Nakagawa (2), Yoshihiro Fukumori (3), Kunio Miki (4) ((1) Department of Chemistry, Graduate School of Science,
Kyoto University; School of Natural System, College of Science and Engineering, Kanazawa University: (2) School of Natural System, College of
Science and Engineering, Kanazawa University; Research Center for Micro-Nano Technology, Hosei University: (3) School of Natural System,
College of Science and Engineering, Kanazawa University: (4) Department of Chemistry, Graduate School of Science, Kyoto University)

DFT 5% # B (/= Pseudomonas sp. B-0831.H3k 3 a —HSD D #iEEs& NAD/NADH D&M ICx T % pH &7t
DFT Studies on the pH dependency of coenzyme NAD/NADH binding to 3 & -HSD from Pseudomonas sp. B-0831

Aki Kokami (1), Kazuya Iwata (1), Masayuki Oda (1), Masami Lintuluoto (1) ((1) Graduate School of life and environmental science, Kyoto
prefectural university)

BFEMIRE - BRNFRINEICLS T FIN Y ZREOEERT
Structure of acetylcholine receptor by electron cryo-microscopy and single particle analysis
Hiroaki Fukuchi (1), Yuri Nishino (2), Atsuo Miyazawa (2), Takuo Yasunaga (1) ((1) Kyushu Institute of Technology: (2) RIKEN)

3DDIFIREFRABIY A =V EHDIKERE S TDHEEER
Configurational Interactions of Chlamydomonas Three Outer Arm Dynein Heavy Chains
Hiroko Takazaki (1), Mingyue Jin (1), Takuo Yasunaga (1) (/) Kyushu Institute of Technology)

B 2-Microglobulin 75 A RT3 7 S OA REFHDEZLEI CD A RS MLOERIRT
Theoretical Analysis of Vacuum-Ultraviolet CD spectrum of Amyloid Fibril Formed by 8 2-Microglobulin Fragment

Koichi Matsuo (1), Hirotsugu Hiramatsu (3), Kunihiko Gekko (4), Robert. W Woody (2) ((1) Synchrotron Radiation Center, Hiroshima University;
Biochemistry and Molecular Biology, Colorado State University, USA: (2) Biochemistry and Molecular Biology, Colorado State University, USA: (3)
Okazaki Institute for Integrative Bioscience : (4) Graduate School of Science, Hiroshima University)

HMGB2 4 /XU BEICEEND 2 DD KA 2 DBERFICEIT BEFERDRE
Preferential domain orientation of a full length HMGB?2 protein determined by a novel NMR technique

Jun-Ichi Uewaki (1), Hiroshi Moriuchi (2), Naoko Tate (2), Shin-Ichi Tate (3) ((1) Dept.Mathematical and Life Sciences, Hiroshima University: (2)
Research Instittute of Pharmaceutical Sciences Musashino University: (3) Dept.Mathematical and Life Sciences, Hiroshima University;PRESTO/JST)

CFTR F + R D B { FHEE MR
Three-dimensional reconstruction of human CFTR chloride channel

Kazuhiro Mio (1), Toshihiko Ogura (1), Muneyo Mio (1), Tzyh-Chang Hwang (2), Yoshiro Sohma (3), Chikara Sato (1) ((/) National Institute of
Advanced Industrial Science and Technology: (2) John M. Dalton Cardiovascular Research Center: (3) Keio University School of Medicine)

TEM & SEM IC& %% » /80 BESBDOBIERT
Structure analysis of membrane protein complexes using TEM and SEM

Chikara Sato (1), Kazuhiro Mio (1), Toshihiko Ogura (1), Yuusuke Maruyama (1), Hidetoshi Nishiyama (2), Mitsuo Suga (2) ((1) National Institute
of Advanced Industrial Science and Technology (AIST): (2) JEOL)

M—7 423U DCRIGES >IN0 BIEEEML
Binding site of C-reactive protein on M-ficolin
Michikazu Tanio (1), Toshiyuki Kohno (1) ((1) Mitsubishi Kagaku Institute of Life Sciences (MITILS))

BHFABRHEEF SId2 DY VEBILICKBBEER A v FOEBIEF AR
Structural study on molecular switching mechanism by phosphorylation of S1d2

Shogo Abe (1), Mariko Ariyoshi (1), Hidehito Tochio (1), Hiroyuki Araki (2), Masahiro Shirakawa (1) ((1) Department of Engeneering, Kyoto
university: (2) National Institute of Genetics)

FAMEREPREERCST S MEEEOERIMAR
Theoretical study of catalytic activity in psychrophilic and mesophilic enzymes
Takahiro Kosugi (1), Shigehiko Hayashi (1) ((1) Graduate School of Science, Kyoto University)

pH —7& MD ;&% B\ melittin DEFEABIZOERNHAE
Membrane insertion of melittin using constant pH molecular dynamics
AKkira Sai (1), Shigehiko Hayashi (1) ((1) Department of Chemistry Graduate School of Science Kyoto University)
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2 {E% (D 3 a —hydroxysteroid dehydrogenase DX & L A F KRR FERIEDEE
Difference in nucleotide cofactor specificity between the two 3 & -hydroxysteroid dehydrogenases

Yuichiro Takagi (1), Shigeru Ueda (2), Masayuki Oda (1) ((1) Graduate School of Life and Environmental Sciences, Kyoto Prefectural Univ.: (2)
Asahi Kasei Pharma Co.)

SH3 RAA U RIBEREER IV Grb2 RU Gads & CD28 #ifaERN KA A > DS FREEEER
Molecular interactions of CD28 cytoplasmic domains with Grb2 and Gads using their SH3-deficient mutants

Kuniomi Nakamura (1), Masayuki Oda (1), Hisayuki Morii (2), Ryo Abe (3) ((1) Graduate School of Life and Environmental Sciences , Kyoto
Prefectural University: (2) National Institute of Advanced Industrial Science and Technology: (3) Research Institute for Biological Sciences, Tokyo
University of Science)

=& AFM (2K B GroEL-BE % > /N BE AR DEEEE
Direct observation of GroEL-substrate complexes by high-speed atomic force microscopy

Masaaki Taniguchi (1), Daisuke Yamamoto (2), Noriyuki Kodera (2), Toshio Ando (2) ((1) School of Mathematics and Physics, College of Science
and Engineering, Kanazawa University: (2) School of Mathematics and Physics, College of Scie nce and Engineering, Kanazawa University;
CREST/JST )

DTEBICBIBNERY N —JAIRELCHESEDEE
Transduction of fluctuations along internal mechanical network in molecular machines

Daiki Kaita (1), Hiraku Nishimori (1), Akinori Awazu (1) ((1) Hiroshima University science research course)

AYEa—4923alb—23vI&3 HV—1 7077 —EOESIMMEE TR
Drug Susceptibility Estimation of HIV-1 Protease with Computational Methods

Hirotaka Ode (1), Masaru Yokoyama (1), Hironori Sato (1), Shiro Ibe (2), Seiishiro Fujisaki (2), Naoto Mamiya (2), Motohiro Hamaguti (2), Wataru
Sugiura (2), Yoshiyuki Yokomaku (2) ((1) National Institute of Infectious Diseases, Pathogen Genomics Center: (2) National Hospital Organization
Nagoya Medical Center)

YILEXRSERAEDY R+ v TEAHE Flg) DR REE EEREBEH
Structure-based mutational analyses of FlgJ, a putative flagellar rod cap protein from Salmonella

Yuki Kikuchi (1), Hideyuki Matsunami (2), Midori Yamane (3), Katsumi Imada (1), Keiichi Namba (1) ((/) Grad. Sch. of Front. Biosci., Osaka
Univ. ; Dynamic NanoMachine Project, ICORP, JST: (2) Grad. Sch. of Front. Biosci., Osaka Univ. ; Okinawa Inst. Sci. Tech.: (3) Grad. Sch. of Front.
Biosci., Osaka Univ.)

Flil &£ Fli) OBiEL VAL HER o> ERAERXEE & F1-ATPase ICE (172 HBOEE
Common architecture between the flagellar export apparatus and F;-ATPase revealed by the structure of Flil and FliJ.

Tatsuya Ibuki (1), Tohru Minamino (3), Tomoko Miyata (1), Takayuki Kato (1), Keiichi Namba (2), Katumi Imada (2) ((1) Grad. Sch. of Frontier
Biosci., Osaka Univ. : (2) Grad. Sch. of Frontier Biosci., Osaka Univ;Dynamic NanoMachine Project, ICORP, JST: (3) Grad. Sch. of Frontier Biosci.,
Osaka Univ;Dynamic NanoMachine Project, ICORP, JST;PRESTO, JST)

E®ME T. elongatus DEETEHAE KaiB [CH 1T B #EE & B180EiE & DEBDRIT
Analysis of the correlation between the function and structural dynamics on the clock protein KaiB from a cyanobacterium T. elongatus

Hiroaki Tanaka (1), Masahiro Ishiura (2), Takahisa Ikegami (1) ((I) Institute for Protein Research, Osaka University: (2) The Center for Gene
Research, Nagoya University)

NFINZ/HEEEBRIFXINF—HECLSD E MET IV T X > —warfarin & ICRIZTIRRFEED LB/
Analysis of the effect of fatty acids on HSA-warfarin binding using molecular dymamics/binding free energy calculations
Shin-Ichi Fujiwara (1), Takashi Amisaki (1) ((1) Department of Biological Regulation, Faculty of Medicine, Tottori University)

BERYICE DO ERE - EHEHEFA OIS HBOBRNA
Analysis of dynamic characteristics of protein-protein interactions derived from normal modes

Yuko Tsuchiya (1), Shigeru Endo (2), Hiroshi Wako (3), Kengo Kinoshita (1) ((1) Inst. of Med. Sci., Univ. of Tokyo: (2) School of Sci., Kitasato Univ.:
(3) School of Social Sci., Wasada Univ.)

GONROBIKBELTOVA Y RBET R TNICKB YU Y FESEMUO TR
Ligand fragment assembly to predict ligand binding sites on protein three-dimensional structures.

Kota Kasahara (1), Kengo Kinoshita (2), Toshihisa Takagi (3) ((1) The University of Tokyo, Graduate School of Frontier Sciences.: (2) Institute of
Medicinal Science, The University of Tokyo: (3) Database Center for Life Science;Graduate School of Frontier Sciences, The University of
Tokyo;National Institute of Genetics)

DFHHFEERAVCRLERETIY Y _ERBY bOOA ¢ 5 HERERORNFNREN
Molecular dynamics study on thermodynamical stability of Oxidized Azurin — Reduced Cytochromecss; complex

Keisuke Matsumoto (1), Riki Nakamura (1), Taku Mizukami (2), Hiroaki Saitou (1), Masaru Tateno (3), Kiyoshi Nishikawa (1), Hidemi Nagao (1)
((1) Faculty of Mathematics and Physics, Institute of Science and Engineering, Kanazawa University: (2) School of Materials Science, Japan Advanced
Institute Science and Technology: (3) Graduate School of Pure and Applied Sciences University of Tsukuba)

GFP ®&ERAYE GFP-GST 0 F /#WRESF A FZIO/ R
Nano-second rotational dynamics of GFP-fused protein, GFP-GST
Eishirou Suzui (1), Yuuki Mizoe (1), Etsuko Nishimoto (1), Shoji Yamashita (1) ((1) Faculty of Agriculture, Graduate School of Kyushu University)

ZHDY MY T AV EES—ICEIFS Trp-Trp IR F—TE)
Tryptophan-tryptophan energy transfer in bitter gourd trypsin inhibitor

Hironori Soejima (1), Shuzo Matsumoto (1), Etsuko Nishimoto (1), Shoji Yamashita (1) ((1) Faculty of Agriculture, Graduate school of Kyushu
University)
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Multi-dimensional simulated-tempering replica-exchange simulations of a peptide
Ayori Mitsutake (1) (/) Keio University)

B2Xo05ATYHERT ST IAA RFHOBRENMR [CLDEZEEHR

Direct Observation of B ,-microglubulin amyloid fibrils using solution NMR

Yuichi Yoshimura (1), Kazumasa Sakurai (1), Eri Chatani (2), Young-Ho Lee (1), Takahisa Ikegami (1), Atsushi Kameda (1), Hironobu Naiki (3),
Yuji Goto (1) ((1) Inst. Prot. Res., Osaka Univ.: (2) Fac. Pharm. Sci., Ritsumeikan Univ.: (3) Fac. Med. Sci., Univ. of Fukui)
HELETIVERWELRFIab—2 3 v OHEE

Sampling enhancement for all-atom simulation using coarse-grained model

Hiromitsu Shimoyama (1), Yasushige Yonezawa (1), Haruki Nakamura (1) ((1) Institute for Protein Research, Osaka University)
h—RoF/Fa—-—TLEAEOMD > Zalb—2 3>

MD simulation of carbon nanotube and protein

Tomoshi Kameda (1) (/) CBRC AIST)

TA=IWT AV TDFRTAVRCHEITZT I/ BEREORI_AGFI NI BICHEANEETIVEBBRAL T
Roles of individual amino acid residues in folding/unfolding kinetics of lattice proteins studied with a simple statistical mechanical model
Haruo Abe (1), Hiroshi Wako (2) ((1) Nishinippon Institute of Technology : (2) Waseda University)

RE—-IE—bI a3y s TAT A StHsp14.0 DEHEAEHRERE
Aggregation inhibition mechanism of Small heat shock protein, StHsp14.0

Toshihiko Oka (1), Tetsuya Abe (2), Atsushi Nkagome (2), Msafumi Yohda (2) ((1) Department of Physics, Faculty of Science, Shizuoka University:
(2) Department of Biotechnology and Life Science, Tokyo University of Agriculture & Technology)
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A stopped-flow analysis of beta-lactoglobulin folding

Toshiaki Miyajima (1), Seiichi Tsukamoto (1), Kanako Nakagawa (1), Kazuo Fujiwara (1), Masamichi Ikeguchi (1) ((1/) Department of
Bioinformatics, Soka University)
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Key residues for B -lactoglobulin dimerization

Hideaki Ohtomo (1), Kanako Nakagawa (1), Kazuo Fujiwara (1), Masamichi Ikeguchi (1) ((1) Department of Bioinformatics, soka university.)
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Structural analysis of equine B -lactoglobulin folding core using heteronuclear NMR

Mio Yamamoto (1), Kanako Nakagawa (1), Kazuo Fujiwara (1), Masamichi Ikeguchi (1) ((1) Department of Bioinformatics, Soka University)
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CONFORMATIONAL FLUCTUATION OF B-LACTOGLOBULIN MONITORED BY HYDROGEN EXCHANGE

Masatoshi Ito (1), Yoshiteru Yamada (2), Kanako Nakagawa (1), Kazuo Fujiwara (1), Masamichi lkeguchi (1) ((1/) Department of Bioinformatics,
Soka University: (2) SPring8)
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Development of normal mode analysis databases PDB 1 and ProMode-oligomer

Hiroshi Wako (1), Shigeru Endo (2) ((1) School of Social Sciences, Waseda University: (2) Kitasato University)
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Analysis of the mechanism of the amyloid fiber extension using H/D exchange

Kotaro Yanagi (1), Kazumasa Sakurai (1), Young-Ho Lee (1), Takahisa Ikegami (1), Hironobu Naiki (2), Yuji Goto (1) ((I) Institute for Protein
Research, Osaka University: (2) Faculty of Medical Sciences, Fukui University: (3) CREST/JST)
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Computational approach to the coupled folding and binding in the interaction between pKID and the KIX domain

Koji Umezawa (1), Jinzen Ikebe (1), Haruki Nakamura (2), Junichi Higo (3) ((1) Graduate School of Frontier Biosciences, Osaka University.: (2)
Institute for Protein Research, Osaka University.: (3) The Center for Advanced Medical Engineering and Informatics, Osaka University.)
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Single molecule observation of the folding of bovine B -lactoglobulin

Takayuki Kadota (1), Kiyoto Kamagata (2), Hiroyuki Oikawa (2), Kazumasa Sakurai (1), Yuji Goto (1), Satoshi Takahashi (2) ((1) Institute for
Protein Research, Osaka University: (2) Institute of Multidisciplinary Research for Advanced Materials, Tohoku University)
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Mechanism of amyloid B -protein aggregation mediated by GM1 ganglioside cluster

Keisuke Ikeda (1), Masaru Hoshino (2), Katsumi Matsuzaki (2) ((1) institute for protein research, Osaka university: (2) graduate school of

pharmaceutical sciences, Kyoto university)
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Site directed spin labeling - electron spin resonance analysis of the structure of amyloid fibrils

Masatomo So (1), Hisashi Yagi (1), Kazumasa Sakurai (1), Hironobu Naiki (2), Toshiaki Arata (3), Yuji Goto (1) ((1) Institute for Protein Research,
Osaka University: (2) Faculty of Medical Science, University of Fukui: (3) Graduate School of Science, Osaka University)
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Effect of a designed disulfide bond on the stability of cold shock protein and its molecular interaction with single-stranded DNA molecules
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Characteristics of conformational changes and dynamics in unfolded state of GroES
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Grad. Sch. of Eng., Tottori Univ.: (2) Dept. of Biomed. Sci., Grad. Sch. of Med. Sci., Tottori Univ.: (3) Dept. of Chem. and Biotech., Grad. Sch. of Eng.,
Tottori Univ.; Dept. of Biomed. Sci., Grad. Sch. of Med. Sci., Tottori Univ.)

KDLy FOE—ICESEB VY VU NROE- VA FERSROFRIETE
New computational method for protein-ligand binding affinities focused on water entropy

Shuntaro Chiba (1), Junma Nomura (1), Yuichi Harano (2), Masahiro Kinoshita (3), Minoru Sakurai (1) ((1) Center for Biological Resources and
Infomatics, Tokyo Inst. Tech.: (2) Department of Biological Science, Graduate School of Science, Osaka univ.: (3) Institute of Advanced Energy, Kyoto
Univ.)
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Confinement effect on protein dimerization: Explicit chain and particle approximation

Fumiko Takagi (1), Macoto Kikuchi (2), Nobuyasu Ito (1) ((1) Department of Applied Physics, Graduate School of Engineering, The Univ. of Tokyo:
(2) Cybermedia Center, Osaka Univ.)
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Identification of the absolutely GroEL/ES-dependent substrates and their properties
Kei Fujiwara (1), Hideki Taguchi (1) ((1) Graduate School of Frontier sciences, The University of Tokyo)
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The impact of the stability of Human Leukocyte Antigen (HLA) on the activity of Cytotoxic T Lymphocyte (CTL)

Saeko Yanaka (1), Chihiro Motozono (2), Motonori Kudou (1), Takamasa Ueno (2), Kouhei Tsumoto (1) (() the Graduate School of Frontier
Sciences Medical Genome Sciences: (2) Division of Viral Immunology Center for AIDS Research Kumamoto University)
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QM/MM Simulation of P450
Jiro Shimada (1), Hiroaki Fukunishi (1), Ken'Ichi Kamijo (1) ((1) NEC Nanoelectronics Research Laboratories)
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Regulation of enzymatic activity using complementary polyelectrolyte pair

Shunsuke Tomita (1), Len Ito (2), Hiroshi Yamaguchi (3), Gen-Ichi Konishi (4), Yukio Nagasaki (1), Kentaro Shiraki (1) ((1) Graduate School of
Pure and Applied Sciences, University of Tsukuba: (2) Japan Synchrotron Radiation Research Institute: (3) School of Science and Technology,
Kwansei Gakuin University: (4) Graduate School of Science & Engineering, Tokyo Institute of Technology)
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Novel channel of glutamine amidotransferase CAB for ammonia transport revealed by molecular dynamics simulations

Shigehide Kuroyanagi (1), Yohsuke Hagiwara (1), Masaru Tateno (2) ((!) University of Tsukuba: (2) University of Tsukuba: (3) University of
Tsukuba)

FEMFES SR Themoplasma acidophilum sEZ' Y £A—J)L—1-U VBT E KOS F—EDRIE, BE LRI
Recombinant expression, purification and characterization of G-1-P dehydrogenase from Thermoplasma acidophilum
Chihiro Tokunaga (1), Ken Tokuda (1), Satoshi Akanuma (1), Akihiko Yamagishi (1) ((1) Dept. of Mol. Biol., Tokyo Univ. of Pharm. Life Sci.)
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Study of phosphorelay protein interactions by surface force measurement

Motoi Konishi (1), Shin Takaya (1), Miya Kamihira-Ishijima (1), Masaya Fujita (2), Kazue Kurihara (1) (1) IMRAM, Tohoku Univ.: (2) University of
Houston)
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Independent Component Analysis of Equilibrium Fluctuations in Proteins

Yusuke Naritomi (1), Sotaro Fuchigami (1), Mitsunori Ikeguchi (1), Akinori Kidera (2) ((1) Supramolecular Biology, International Graduate School
of Arts and Sciences, Yokohama City University: (2) Supramolecular Biology, International Graduate School of Arts and Sciences, Yokohama City
University;Research Program for Computational Science, RIKEN)
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Uncovering the hidden structure of the protein using Bayesian inference

Makito Miyazaki (1), Takahiro Harada (2) ((1) Department of Physics, Graduate School of Science, Kyoto University: (2) Department of Physics,
Graduate School of Science, The University of Tokyo)
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Development of Eos: efficient 3D reconstruction of biomolecules from electron micrographs by enabling GPU computing and use of
stereoscopic devices

Ryuzo Azuma (1), Mingyue Jim (1), Hiroko Takazaki (1), Akito Tominaga (1), Hiroaki Fukuchi (1), Koki Ohta (1), Keita Shirakawa (1), Yoshihiro
Tsukada (1), Seiya Tsurusaki (1), Junnichi Yoshitake (1), Takuo Yasunaga (1) ((1) Kyushu Institute of Technology)
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Protein polymorphism detection using subtomographic maps and structural classification.
Kouki Ohta (1), Takuo Yasunaga (1) ((1) Kyusyu Institute of Technology)
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Tests of the tomography system using a transmission electron microscope
Seiya Tsurusaki (1) ((1) Kyushu Institute of Technology)
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Semiautomated analysis of protein structure by the random conical tilting method

Junichi Yoshitake (1), Kenji Iwasaki (2), Takuo Yasunaga (1) ((I) Kyushu Institute of Technology: (2) Institute for Protein Research, Osaka
University )
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Electron dose effect on 3D image reconstruction of a biological macromolecular structure by electron cryomicroscopy

Masamichi Ashihara (1), Takayuki Kato (1), Takashi Fujii (1), Hideyuki Matsunami (2), Tomoko Miyata (1), Kenji Iwasaki (3), Keiichi Namba (1)
((1) Graduate School of Frontier Biosciences, Osaka University: (2) Okinawa Institute of Science and Technology: (3) Institute for Protein Research,
Osaka University)

Surface enhanced resonance raman scattering of HbA and HbA1c: Implications for diabetic diagnosis
Manikantan Syamala Kiran (1), Tamitake Itoh (1), Kenichi Yoshida (1), Nagako Kawashima (1), Vasudevanpillai Biju (1), Mitsuru Ishikawa (1) ((7)
Health Technology Research Center, AIST Shikoku)
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Cytochrome ¢ Oxidase Structures Facilitating the Four-Electron Reduction of Oxygen in One-Step and the High Proton Pump Efficiency
Kazuhiro Ohta (1), Kazumasa Muramoto (2), Kyoko Shinzawa-Itoh (2), Masao Mochizuki (2), Katsumasa Kanda (2), Maki Taniguchi (2), Eiki
Yamashita (1), Tomitake Tsukihara (1), Shinya Yoshikawa (2) ((1) Institute for Protein Research, Osaka University, Japan: (2) Department of Life
Science, University of Hyogo, Japan)
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Refined structural analysis of azide ion bound cytochrome ¢ oxidase in the oxidized state

Kazumasa Muramoto (1), Rika Inaoka (1), Tomoko Maeda (1), Kyoko Shinzawa-Itoh (1), Eiki Yamashita (2), Tomitake Tsukihara (3), Shinya
Yoshikawa (1) ((1) Dept. of Life Sci., Univ. of Hyogo; Picobio. Inst., Univ. of Hyogo: (2) Inst. for Protein Res., Osaka Univ.: (3) Picobio. Inst., Univ.
of Hyogo; Inst. for Protein Res., Osaka Univ.)
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Cytochrome ¢ oxidase crystal in the F intermediate state produced by reoxidation

Kazumasa Muramoto (1), Rie Harada (1), Tomoko Maeda (1), Kyoko Shinzawa-Itoh (1), Eiki Yamashita (2), Tomitake Tsukihara (3), Shinya
Yoshikawa (1) ((1) Dept. of Life Sci., Univ. of Hyogo, Picobio. Inst., Univ. of Hyogo: (2) Inst. for Protein Res., Osaka Univ.: (3) Picobio. Inst., Univ.
of Hyogo; Inst. for Protein Res., Osaka Univ.)
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Resonance Raman Marker Bands of Hydroxyfarnesylethyl Substituent of Cytochrome ¢ Oxidase

Miyuki Sakaguchi (1), Kyoko Shinzawa-Itoh (1), Shinya Yoshikawa (1), Hiroshi Fujii (2), Takashi Ogura (1) ((1) University of Hyogo: (2) Okazaki
Institute for Integrative Bioscience)
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The functional analysis of hydrogen bond network in bovine heart cytochrome ¢ oxidase by mutagenesis

Ryohta Aminaka (1), Kunitoshi Shimokata (2), Mai Itoh (1), Yukie Katayama (1), Tomitake Tsukihara (1), Shinya Yoshikawa (1), Hideo Shimada
(1) (1) Graduate School of Life Science, University of Hyogo: (2) WORLD INTEC CO., LTD.)
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Structural Relaxation Process of Cytochrome ¢ Oxidase Following Photolysis of Carbonmonoxide

Izumi Ishigami (1), Satoru Nakasima (2), Kyoko Shinzawa-Itoh (1), Shinya Yoshikawa (1), Takashi Ogura (1) ((1) University of Hyogo, Grad.Sch.
Life Sci.: (2) Picobiology Inst., Grad.Sch. Life Sci., University of Hyogo)

Prediction of equilibrium and dynamic structural properties of membrane proteins

Shandar Ahmad (1), Hemjit Singh (2), Yogesh Paudel (2), Takaharu Mori (3), Yuji Sugita (3), Kenji Mizuguchi (1) (() National Institute of
Biomedical Innovation; Institute of Bioinformatics Research and Development, Japan Science and Technology Agency (JST-BIRD); Graduate School
of Frontier Bioscience, Osaka University: (2) National Institute of Biomedical Innovation; Institute of Bioinformatics Research and Development,
Japan Science and Technology Agency (JST-BIRD): (3) Advanced Science Institute, RIKEN)
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The Spontaneous @ -Helix to 8 -Barrel Transition of a Pore-Forming Protein: Timing of Helix Unfolding and B -Strand Alignment

Takehiro Sato (1), Tweten Rodney K. (2), Johnson Arthur E. (1) ((1) Texas A&M Health Science Center: (2) University of Oklahoma Health Sciences
Center)
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Functional charactarization and low resolution solution structure of copper pumping P-type ATPase from Thermus thermophilus HB8

Naoyuki Kuwabara (1), Takadhi Oda (1), Gen Shikauchi (1), Hiroshi Hashimoto (1), Mamoru Sato (1), Toshiyuki Shimizu (1) ((/) Biol., Grad. Sch.
of Nanobio., Yokohama City Univ.)
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Secondary Structure and Conformation Change in mutation of Fc ¢ RI B8 Chain C-terminal Region Investigated by Circular Dichroism
Spectroscopy

Tomoyoshi Terada (1), Koichi Murayama (1), Seiichi Era (1), Chisei Ra (2) ((I) Physiology and Biophysics, Gifu University graduate School of
Medicine: (2) Division of Molecular Cell Immunology and Allergy, Advanced Medical Research Center, Nihon University Graduate School of Medical
Science)
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Direct interaction between GxCesA and GxCesB in cellulose synthase complex of Gluconacetobacter xylinus

Ami Sugano (1), Junji Sugiyama (1), Tomoya Imai (1) ((1) Research Institute for Sustainable Humanosphere, Kyoto University)
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Thermodynamic parameters of interaction between SMR-type multidrug transporter and its substrates

Kazumi Shimono (1), Tomomi Someya (2), Mikako Shirouzu (2), Shigeyuki Yokoyama (3), Seiji Miyauchi (4) (({/) Matsuyama Univ.; RIKEN SSBC':
(2) RIKEN SSBC: (3) Dept. Biophys. Biochem., Grad. Sch. of Sci., Univ. of Tokyo: (4) Matsuyama Univ.)
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Stabilization of trimeric assembly of halorhodopsin, NpHR by C;-symmetric geometry among F150 aromatic rings

Takashi Tsukamoto (1), Takanori Sasaki (2), Kazuhiro Fujimoto (3), Takashi Kikukawa (4), Masakatsu Kamiya (2), Tomoyasu Aizawa (1), Keiichi
Kawano (4), Makoto Demura (1) ((I) Faculty of Advanced Life Science, Hokkaido University.: (2) School of Science and Technology, Meiji
University.: (3) Graduate School of Science, Kyoto University.: (4) Faculty of Science, Hokkaido University.)
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Circular dichroism measurement of bacteriorhodopsin reconstituted in DMPC and DPPC bilayer in visible region

Lumi Negishi (1), Taku Kitoh (1), Yasunori Yokoyama (1), Masashi Sonoyama (2), Shigeki Mitaku (1) ((1) Depertment of Applied Physics, Graduate
School of Engineering, Nagoya University: (2) Depertment of Applied Chemistry and Chemical Biology, Graduate School of Engineering, Gunma
University)
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Genome-wide target prediction of transcriptional factor: a method based on interaction data
Hiroaki Ohba (1), Satoshi Fujii (1), Akinori Sarai (1) ((1) Kyushu Institute of Technology)
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Interaction free energy landscape between nucleobase and a water
Tomoki Yoshida (1), Misako Aida (1) ((1) Graduate School of Science, Hiroshima University; Center for Quantum Life Sciences)
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Role of indirect readout in protein-DNA recognition assessed by a Bayesian approach

Satoshi Yamasaki (1), Kazuhiko Fukui (1), Hidetoshi Kono (2), Kentaro Shimizu (3), Akinori Sarai (4), Tohru Terada (5) ((1) Computational Biology
Research Center, AIST: (2) Computational Biology Group, Quantum Beam Science Directorate, Japan Atomic Energy Agency: (3) Department of
Biotechnology, Graduate School of Agricultural and Life Sciences, The University of Tokyo: (4) Department of Bioscience and Bioinformatics,
Graduate School of Computer Science and Systems Engineering, Kyushu Institute of Technology: (5) Molecular Scale Team, Computational Science
Research Program, RIKEN)
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Towards the prediction of kinetics of DNA branch migration
Fumiaki Tanaka (1), Masami Hagiya (1) ((1) University of Tokyo)
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Elucidation of growth mechanism of two-dimensional crystal created by DNA molecules

Tadashi Ohtani (1), Miho Tagawa (2), Koh-Ichiroh Shohda (1), Akira Suyama (1) ((1) Department of Life Sciences, Graduate School of Arts And
Sciences, The University of Tokyo: (2) Center for Functional Nanomaterials, Brookhaven National Laboratory)
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Study of the dynamics of hydrated water of protein in reverse micelle using time-resolved fluorescence spectroscopy

Masato Ono (1), Hiroshi Murakami (2), Nobuyuki Ichinose (1) (() Graduated School of Science and Technology, Kyoto Institute of Technology: (2)
Japan Atomic Energy Agency)
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Multi-lamellar structures induced by hydrophilic and hydrophobic ions added to a binary mixture of water and organic solvent

Koichiro Sadakane (1), Akira Onuki (1), Michihiro Nagao (2), Koji Nishida (4), Hitoshi Endo (5), Satoshi Koizumi (6), Hideki Seto (7), Hideki Seto
(7) ((1) Kyoto University: (2) National Institute of Standards and Technology: (3) Cyclotron Facility, Indiana University: (4) Institute for Chemical
Research, Kyoto University: (5) Institute for Solid State Physics, The University of Tokyo: (6) Japan Atomic Energy Agency)
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An application program by using alpha-shape method for searching voids of a protein
Masayuki Irisa (1) ((1) Kyushu Institute of Technology)
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Heat capacity changes of protein and the equation of state of water

Junji Yasuniwa (1), Masayuki Irisa (1) ((1) Kyushu Institute of Technology Graduate School of Computer Science and Systems Engineering)
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Protein Volume Paradox and its Molecular Picture:
A Study by Surficial Kirkwood-Buff Integral Method

Isseki Yu (1), Masataka Nagaoka (2) ((1) Department of Chemistry and Biological Science, College of Science and Engineering, Aoyama Gakuin
University: (2) Graduate School of Information Science, Nagoya University)

Global protein expression profiling with single molecule sensitivity reveals the architecture of biological noise

Yuichi Taniguchi (1), Paul J Choi (1), Huiyi Chen (1), Mohan Babu (2), Andrew Emili (2), Xiaoliang Sunney Xie (1) ((1) Harvard University: (2)
University of Toronto)
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The global virulence regulator PhcA negatively controls the Ralstonia solanacearum hrp regulatory cascade by repressing expression of the
PrhlIR signalling proteins

Kouhei Ohnishi (1), Takeshi Yoshimochi (1), Akinori Kiba (1), Yasufumi Hikichi (1) ((1) Kochi University)
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Influence of cell cycles to the oscillation of segmentation clock: Simulation with a two-dimensional model

Yoshihiro Sonoda (1), Kazuhito Ito (2), P. Tomoki Terada (2), Masaki Sasai (2) ((1) Dept. of Computational Science and Engineering, Grad. Sch. of
Engineering, Nagoya Univ: (2) Department of Applied Physics,Grad. Sch. of Engineering, Nagoya University)
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A Dynamic Model for Irreversible Differentiation in a Stem Cell System: Chaos Hypothesis

Chikara Furusawa (1), Kunihiko Kaneko (2) ((1) Graduate School of Information Science and Technology, Osaka University; Complex Systems
Biology Project, ERATO, JST: (2) Graduate School of Arts and Sciences, University of Tokyo; Complex Systems Biology Project, ERATO, JST)
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Elastic Analysis of Tissue Growth in Drosophila
Kaoru Sugimura (1), Shuji Ishihara (2), Tadashi Uemura (3), Atsushi Miyawaki (4) ((1) RIKEN: (2) Univ. of Tokyo: (3) Kyoto Univ: (4) RIKEN BSI)
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Partial sequence of connectin-like 4000K-protein in obliquely striated muscle of a polychaete (Annelida)
Koki Yuasa (1), Shinichirou Hatakeyama (1), Sumiko Kimura (1) (1) Department of Biology, Graduate School of Science, Chiba University)
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The behavior of spontaneous oscillations of skeletal myofibril depending on the activation levels

Takeshi Konno (1), Yuta Shimamoto (2), Shin'Ichi Ishiwata (1) ((1) Waseda University: (2) Laboratory of Chemistry and Cell Biology, Rockefeller
University)
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A study of SPOC in failing and non-failing human cardiomyocytes

Mitsunori Yamane (1), Cristobal G. Dos Remedios (2), Satoshi Kurihara (3), Norio Fukuda (3), Shin'Ichi Ishiwata (1) ((1) Department of Physics,
Faculty of Science and Engineering, Waseda University: (2) Bosch Institute, The University of Sydney: (3) Department of Cell Physiology, The Jikei
University School of Medicine)
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Molecular dynamics simulation on the allosteric response of myosin due to bound nucleotide
Takato Sato (1), Mitsunori Takano (1) ((1) Graduate School of Advanced Science and Engineering, Waseda Univ.)
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Direct observation of single myosin II molecule dynamics within a myofibril

Yasunori Komori (1), Atsuko Iwane (3), Toshio Yanagida (1) ((1) Graduate School of Frontierbioscience, Osaka Univ. : (2) yuragi project, MEXT:
(3) Graduate School of Medicine, Osaka Univ.)
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Highly accurate distance analysis between tropomyosin and actin of skeletal muscle using isotopically substituted spin label

Keisuke Ueda (1), Chieko Kimura-Sakiyama (2), Masao Miki (3), Toshiaki Arata (4) ((1) Institute for Protein Research, Osaka University: (2) ERATO
Actin Filament Dynamics Project: (3) Department of Applied Chemistry and Biotechnology, Graduate School of Engineering, University of Fukui: (4)
Department of Biological Sciences, Graduate School of Science, Osaka University)
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Analysis of orientation of myosin crossbridges in full- and non-overlapped skeletal muscles by X-ray fiber diffraction

Kanji Oshima (1), Yasunobu Sugimoto (2), Katsuzo Wakabayashi (3) ((1) The Center for Advanced Medical Engineering and Informatics, Osaka
University: (2) Division of Biophysical Engineering, Graduate School of Engineering Science, Osaka University: (3) Division of Biophysical
Engineering, Graduate School of Engineering Science, Osaka University)
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From the hydrophobicity of Cys374 of actin molecules to its interactions with myosin.

Takahiro Hayashizaki (1), Ryousuke Suzuki (1), Eiichi Imai (1), Hazime Honda (1) ((1) Department of Bioengineering, Nagaoka University of
Technology)

ERFIFIUIRTLADEGHETIN (AETA-TOHEEEDEIRINF—HEOREND)
Mathematical model of multiple myosin system with measurement probes, focusing on energy efficiency.
Hiroto Tanaka (1) ((1) NICT, PRESTO.JST)

Radial spokes (& head-tail-joint D7 L+ EVU F 4 ICARMEZIFD
The head-tail-joint flexibility of radial spokes depends on its direction

Youske Shimizu (1), Maki Yoshio (1), Ito Kyo-Hei (2), Yang Pinfen (3), Sakakibara Hitoshi (1) ((/) National Institute of Information and
Communications Technology: (2) Department of Bioengineering, Nagaoka University of Technology: (3) Depertment of Biological Science, Marquette
University)

CH AL V&HDHRAXF RV 012 ET70F 2 EDBERR
Interaction of the novel rice kineisn O12 that has the calponin homology domain with actin.

Nozomi Umezu (1), Kazunori Kondo (2), Toshiaki Mitsui (3), Shinsaku Maruta (1) ((1) Division of Bioinformatics, Graduate School of Engineering,
Soka University: (2) Dept. of Bioinformatics, Faculty of Engineering, Soka University: (3) Graduate School of Science and Technology, Niigata
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HiRA R F 12 K23 D5t T
Characterization of the novel rice kinesin K23

Nobue Hanzawa (1), Nozomi Umezu (2), Kazunori Kondo (1), Toshiaki Mitsui (3), Shinsaku Maruta (2) ((1) Dept. of Bioinformatics, Faculty of
Engineering, Soka University: (2) Division of Bioinformatics, Graduate School of Engineering, Soka University: (3) Graduate School of Science and
Technology, Niigata University)

Stopped Flow FRET Z AW\ A4S o OR TV v FH A U IV OEERIR
Analysis of Conformation of Skeletal Muscle Myosin Cross-bridge Cycle using Stopped Flow FRET

Masafumi Yamada (1), Koichiro Ishiyama (1), Eisaku Katayama (2), Yoshitaka Kimori (3), Shinsaku Maruta (1) (({) Dept. of Bioinfo., Fuc. of Eng.,
Soka Univ. : (2) Div. of Biomolecular Imaging, Inst. of Med. Sci., The Univ. of Tokyo: (3) Dept. of Ultrastr. Res., Nat'l Inst. of Neurosci., Nat'l Ctr of
Neurol. and Psych.)

TYRVEVBBEICL D3 2 OBEEDHIE
Photo-regulation of kinesin function using azobenzene derivative
Takeshi Itaba (1), Masafumi Yamada (1), Shinsaku Maruta (1) ((1) Division of Bioengineering, Graduate School of Engineering, Soka University)

FROVICBIFBEEDI—T L5 OBEERIRE
The functional role of the unique loop L5 of kinesin
Kumiko Ishikawa (1), Keiko Tanaka (1), Shinsaku Maruta (1) ((1) Division of Bioinfomatics, Graduate school of engineering, Soka University)

FHATP FEBROERELVE—Y—F VNI ELOHEEER
Synthesis of novel fluorescent ATP analogue and interaction with nucleotide dependent motor proteins
Taro Kimura (1), Masafumi D, Yamada (1), Shinsaku Maruta (1) ((1) Division of Bioinformatics, Graduate School of Engineering, Soka University)

XBNARELERWEF R Ry O U 2 h—DBIEZE(LDET

Analysis of conformational change of kinesin neck-linker using using small angle X-ray solution scattering

Keiko Tanaka (1), Yasunobu Sugimoto (2), Masafumi D. Yamada (1), Katsuzo Wakabayashi (2), Shinsaku Maruta (1) ((/) Division of Bioinformatics,
Graduate school of Engineering, Soka University: (2) Graduate school of Engineering Science, Osaka University)
NFE—I—DAREILEITZTSV=7> - 5SFzv MEBOFS

Contribution of Brownian ratchet mechanism to the force-generation of molecular motors

Mitsunori Takano (1), Jun Narita (1) (1) Dept. Phys, Waseda Univ.)

T Y CRGBMUEESMRET VF D7 7 14 =7 1 BHE
Purification of Cytoplasmic Actin by the Affinity Chromatography Using C-Terminal Half of Gelsolin
Takashi Ohki (1), Kotaro Oyama (1), Shin'Ichi Ishiwata (1) ((1) waseda university/Science and Engineering/Physics)

SO NROBRBBRIENZDT U b IF4 L AEEBEANDIERA

Application of an inter-protein coarse-grained force field to binding process of actomyosin

Kei-Ichi Okazaki (1), Mitsunori Takano (1) ((1) School of Advanced Science and Engineering, Waseda University)

IFUVOEEBEICETS ORI A O DEE

Role of tropomyosin in the motility of myosin V along an actin filament

Junji Ishizuka (1), Yusuke Oguchi (1), Jun-Ichi Yoshimoto (1), Hiroaki Kubota (1), Takashi Ohki (1), Shin'Ichi Ishiwata (1) ((1) Department of
Physics, Faculty of Science and Engineering, Waseda University)

BRNIIENOREIF S UOAFE—I—ICBIIBEL Y DEE

The role of the strain sensor in myosin motor molecules from theoretical point of view

Tetsuya Shimokawa (1) (1) Osaka University)

IUTNERZRTERE - SEBIREERE T SERTEMREOMSRE

Simple Total Internal Reflection Dirk-field Microscopy with Nanometer spatial precision and Microsecond Temporal Resolution

Hiroshi Ueno (1), So Nishikawa (2), Ryota lino (1), Kazuhito Tabata (1), Hiyroyuki Noji (1) ((1) The Institute of Scientific and Industrial Research,
Osaka University: (2) Nikon Corporation)

iR 3 RITEL A ETRIZAMER DR R

Development of new microscopy for determining three dimensional orientations of single molecules

Masashi Ohmachi (1), Yasunori Komori (1), Atsuko H. Iwane (1), Toshio Yanagida (1) (({) Frontier Biosciences, Osaka University)

FTWES Yy TRERAVEIFDVINDOT OF 2 EOARHKGFENEEE DR
Strain-dependent bindings of myosin II to actin using double trap system
Tomohisa Ran (1), Mitsuhiro Iwaki (2), Tomotaka Komori (1), Toshio Yanagida (1) ((1) Graduate School of Frontier Biosciences, Osaka University:

(2) Graduate School of Medicine, Osaka University)

F,—ATPase Dr % 71=y FrOBEZBIE

Stiffness of ¥  subunit of F,-ATPase

Daichi Okuno (1), Ryota Iino (1), Rie Hasegawa (1), Hiroyuki Noji (1) ((1) ISIR, Osaka Univ.: (2) ISIR, Osaka Univ.: (3) ISIR, Osaka Univ.: (4) ISIR,
Osaka Univ.)

KIBEHBERF F,—ATP ERERD c Y71y MTK D EHEMEEEE

Mechanism of inhibition by C-terminal @ -helices of the & subunit of Escherichia coli F,F-ATP synthase

Ryota Iino (1), Rie Hasegawa (1), Kazuhito Tabata (1), Hiroyuki Noji (1) ((1) ISIR, Osaka University)
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F,—ATPase DBH 71y bDCKRKRAA V&L r B T2y FOWEERAICET MR
Interaction between C terminus domain of 8 subunit and 7 subunit of F,-ATPase

Mizue Tanigawara (1), Kazuhito Tabata V. (1), Hiroyuki Noji (1) (1) The Institute of Industrial and Scientific Research, Osaka University)

F1 Ok SBRICICEE/ ATP BDEREOEEERT
The effect of the critical residues; aR364, BE190, B K164, for ATP hydrolysis on F1-ATPase
Yuki Matsukage (1), Rikiya Watanabe (1), Mizue Tanigawara (1), Kazuhito Tabata (1), Hiroyuki Noji (1) ((1) ISIR, Osaka University)

F1 OEGESHICH TS Y 2 ERERRICDRE
The completion of chemo-mechanical coupling scheme of F,-ATPase; The determination of the timing of Pi-release
Rikiya Watanabe (1), Hiroshi Ueno (1), Ryota Iino (1), Hiroyuki Noji (1) ((1) ISIR, Osaka University)

27> 6@ SHREC &+l
SHREC measurement of myosin-VI stepping motion
Keigo Ikezaki (1), Mitsuhiro Sugawa (1), So Nishikawa (1), Atsuko Iwane (1), Toshio Yanagida (1) ((1) Frontier Biosciences, Osaka Univ.)

SRICBIFDFASNAEE—Y—DREE MV EE
Torque response of bacterial flagellar motor induced by transient heating.
Yuichi Inoue (1), Hajime Fukuoka (1), Akihiko Ishijima (1) ((1) Tohoku University)

T hAYRYTI MU RDA VR— M E—% mtHsp70 DIFENEIBDREIR
Step-size analyses of the mitochondrial Hsp70 import motor reveal the Brownian ratchet in operation

Koji Yamano (1), Mika Kuroyanagi-Hasegawa (1), Masatoshi Esaki (1), Mihiko Yokota (1), Toshiya Endo (1) ((/) Department of Chemistry,
Graduate School of Science, Nagoya University)

Fa—T UV CRRDOME L BENEHE CRETRE
The role of extended C-terminal tail of tubulin on weak-binding interaction between motor proteins and microtubules
Itsushi Minoura (1), Seiichi Uchimura (1), Masashi Degawa (1), Etsuko Muto (1) ((1) RIKEN Brain Science Institute)

KFTAD 1 RRET 5D VEB#ICF2—7 ) > CRIFFLBED?
Is the tubulin C-terminus tail necessary for the 1D Brownian motion of KIF1A?
Masashi Degawa (1), Itsushi Minoura (1), Seiichi Uchimura (1), Etsuko Muto (1) ((1) RIKEN BSI)

Gluconobacter BEFERE DB FRHE T TORNAEES)

Flagellar motility of Gluconobacter species under acidic conditions

Toshiharu Yakushi (1), Shin-Ya Kubota (2), Takeshi Hosaka (2), Kikuo Sen (2), Kazunobu Matsushita (1) ((1) Yamaguchi University: (2) Shinshu
University)

BREORENBE - IHEICKBHE T A —/NOEENB MR R OHEE
A possible mechanism of directional migration in Dictyostelium cells induced by the cyclic stretch and shrinkage of the substratum

Yoshiaki Iwadate (1), Shigehiko Yumura (2) ((1) Dept. Functional Mol. Biol., Grad. Sch. Medicine, Yamaguchi Univ.; PRESTO, JST: (2) Dept.
Functional Mol. Biol., Grad. Sch. Medicine, Yamaguchi Univ.)

X077 —PICKBBRARBEDEHZR
Single event observation of sequential phagocytosis by macrophage

Masahito Hayashi (1), Kenji Yasuda (2) ((/) Kanagawa Academy of Science and Technology: (2) Kanagawa Academy of Science and
Technology,Dept Biomedical Information, Inst Biomaterials and Bioengineering, Tokyo Med Dent Univ)

RANEABRBEOHM/NSG — V(LT HMEEHOIAIOFEA A2
Micro-interferometric Imaging on Cell Motion Directed by Anisotropic and Periodic Micropattern

Tomohiro Nakanishi (1), Taro Toyota (1), Kiyoshi Ohnuma (2), Makoto Asashima (3), Masanori Fujinami (1) (1) Department of Applied Chemistry
and Biotechnology, Graduate School of Engineering, Chiba University: (2) Department of Life Sciences (Biology), Graduate School of Arts and
Sciences, The University of Tokyo: (3) Organ Development Research Laboratory, National Institute of Advanced Industrial Science and Technology
(AIST))

A VTN YAV RTEHDO R RLBEIFIX T ORSE
Development of quick imaging technique for analyzing influenza virus behavior
Tatsuya Sakai (1) (1) Kawasaki Medical School)

EEHBRORENAN=X L : TOF U ERBERTOEELS /O ECDIRE
Mechanism of mast cell degranulation: Roles of activated protein C in the rearrangement of actin cytoskeleton

Fumichika Ono (1), Madoka Suzuki (2), Kotaro Oyama (3), Svetlana Strukova (4), Shinichi Ishiwata (3) (() Bioscience and Biomedical
Engineering,Graduate Scool of Science and Engineering,Waseda University: (2) Comprehensive Research Organization, Waseda University: (3)
Department of Physics, Faculty of Science and Engineering, Waseda University: (4) Department of Human and Animal Physiology, The Lomonosov
Moscow State University)

HENAEEAEHIXEEERERE FIhB O CHRMIVE B A A > OEEERRT
Functional analysis of the C-terminal cytoplasmic domain of the FIhB component of the bacterial flagellar protein export apparatus

Akira Hida (1), Tatsuya Ibuki (1), Nao Moriya (1), Tohru Minamino (2), Keiichi Namba (1) ((1) Graduate School of Frontier Biosciences, Osaka
University: (2) Graduate School of Frontier Biosciences, Osaka University;,PRESTO, JST)

REMBICH T BBICILEICB T D ECFRAOHEEN

Stochastic gene expression induced population selection promotes adaptation to nutrient depletion
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Saburo Tsuru (1), Bei-Wen Ying (1), Kotaro Mori (2), Junya Ushioda (1), Akiko Kashiwagi (3), Tetsuya Yomo (1) ((/) Graduate School of
Information Science and Technology, Osaka University: (2) Graduate School of Frontier Biosciences, Osaka University: (3) Faculty of Agriculture and
Life Science, Hirosaki University)

HWMERAEE—Y — - A v FEAEROBIEEEFHEMEIC KBS
Structural analysis of the flagellar hook-basal body with the C ring by electron cryomicroscopy

Tomoko Miyata (1), Takayuki Kato (1), Takashi Fujii (1), Takashi Fujii (2), Hideyuki Matsunami (2), Hideyuki Matsunami (3), Keiichi Namba (1),
Keiichi Namba (2) ((1) Graduate school of Frontier Biosciences, Osaka University: (2) ICORP Dynamic NanoMachine Project, JST: (3) Okinawa
Institute of Science and Technology Promotion Corporation)

RERZICxT BEICEEDEEMEA
Quantitative observation of adaptive response to nutrient starvation

Yuki Matsumoto (1), Bei-Wen Ying (1), Yoichiro Ito (2), Junya Ichinose (2), Tetsuya Yomo (3) (() Grad. Sch. Information Sci. and Tech., Osaka
Univ.: (2) ERATO, JST: (3) Grad. Sch. Information Sci. and Tech., Osaka Univ.;ERATO, JST;Grad. Sch. Frontier Biosci, Osaka Univ.)

RRIRBHMRRFICE TS I 42 2 X OEEHE
The mechanism of myosin-X during filopodialprotrusion.

Syugo Nishiyama (1), Tomonobu M Watanabe (3), Toshio Yanagida (1), Mitsuo lkebe (2) (() Graduate School of Frontier Biosciences,Osaka
University: (2) University of Massachusetts medical school, Physiology: (3) Immunology Frontier Research Center, Osaka University)

BAEZEUARR T 75 —EE£AVCHBRNA /> b=V VIEE L I FIVEBROESIIRE
Electrical manipulation of phosphatidylinositol lipids signaling by voltage sensitive phosphatase in living cells

Masayuki Sato (1), Yasushi Okamura (2), Masahiro Ueda (1) ((1) Laboratories for Nanobiology, Graduate School of Frontier Biosciences: (2)
Graduate School of Medicine, Faculty of Medicine)

70 b VEEBRMERNAVEE—Y —D ML REICEIT2EEFEAE MotA Pro-173 DO EERET
Role of a Conserved Proline Residue, Pro-173, of MotA in the Mechanochemical Reaction Cycle of Proton-Driven Bacterial Flagellar Motor

Shuichi Nakamura (1), Yusuke Morimoto (1), Nobunori Kami-Ike (1), Tohru Minamino (2), Keiichi Namba (1) ((/) Graduate School of Frontier
Biosciences, Osaka University: (2) Graduate School of Frontier Biosciences, Osaka University; PRESTO, JST)

YIVERSERAVEMS UL IHEBRY VOB FIF DR 75 X AEBOREREE LB
Expression and purification of a periplasmic fragment of the flagellar MS-ring protein FliF from Salmonella

Shinji Yoshida (1), Hideyuki Matsunami (2), Shigehiro Nagashima (1), Katsumi Imada (1), Keiichi Namba (1) ((/) Graduate School of Frontier
Biosciences, Osaka University: (2) Dynamic NanoMachine Project, ICORP, JST: (3) Okinawa Inst. Sci. Tech.)

A4/ b=V VEEEROBCHEBILS A FIOR
Self-organization in phosphatidylinositol lipids signalling pathway for random cell migration and polarization

Yoshiyuki Arai (1), Tatsuo Shibata (2), Satomi Matsuoka (1), J. Masayuki Sato (1), Toshio Yanagida (3), Masahiro Ueda (1) ((1) Graduate school of
Frontier Biosciences, Osaka University; JST, CREST: (2) Department of mathematical and life science, Hiroshima University; JST, CREST; PRESTO,
JST: (3) Graduate school of Frontier Biosciences, Osaka University)

BFHEREABMICHEITIBENCS 77 U—S U NOBEHNS O DHEE
Function of NCS family protein calaxin in the regulation of sperm flagellar waveform
Katsutoshi Mizuno (1), Kogiku Shiba (1), Kazuo Inaba (1) ((1) Shimoda Marine Reserch Center, University of Tsukuba)

AN I FIIVERIEER Y U -0 [LEIT B - WERREERE DT 2HROERMRF — ADRRE
A novel theoretical scheme to describe stimulus/response relationships of biochemical reaction networks

Tatsunori Nishimura (1), Masaru Tateno (1) (({/) Graduate School of Pure and Applied Sciences University of Tsukuba; Center for Computational
Sciences)

FoF v TELEBEMER S RT LAER WY D RBRFOFHHLIC ST SN ERIORA RIT
Waveform analysis of the field potential recordings of mouse embryonic cardiomyocytes by using On-chip multi electrode array (MEA)
system

Fumimasa Nomura (1), Tomoyuki Kaneko (1), Yuki Tomoe (1), Kenji Yasuda (1) ((1) Inst. of Biomaterials and Bioengineering, Tokyo Medical and
Dental Univ.)

BEBF v T& AW O EHHENERIC & 3 REBNOSHET@EORZ
Development of long-term assessment method for cardiac toxicity by small cardiomyocyte clusters using MEA chip

Yuki Tomoe (1), Tomoyuki Kaneko (1), Fumimasa Nomura (1), Tamae Takato (1), Kenji Yasuda (1) ((1) Institute of Biomaterials and
Bioengineering, Tokyo Medical and Dental University)

2B AT AZRVELHRRR Y T —0 OERLHROERE
Understanding the community effects in cardiomyocyte networks using on-chip single-cell measurement system

Tomoyuki Kaneko (1), Fumimasa Nomura (1), Yuki Tomoe (1), Kenji Yasuda (1) (({/) Department of Biomedical Information, Institute of
Biomaterials and Bioengineering, Tokyo Medical and Dental University)

RYRBFECURUNT - CED< BFRFIVEBRIBBO I 21— 3 VER

Chemoattractant Sensing Mechanisms in Sperm: Experimental and Simulation Study

Daisuke Miyashiro (1), Kogiku Siba (2), Sinji Kamimura (3), Syouji Baba (4), Manabu Yoshida (2) ((1) University of Tokyo: (2) Misaki Marine
Biological Station, Graduate School of Science, The University of Tokyo: (3) Department of Biological Sciences, Faculty of Science and Engineering,
Chuo University: (4) Department of Advanced Biosciences, Graduate School of Humanities and Sciences, Ochanomizu University)

EROBHIEEE LR L CRENBEAFIIN T 74N —
BIOMIMETIC FUNCTIONAL FIBROUS GEL CONSTRUCTED BY HIERARCHICAL SUPRAMOLECULAR ASSEMBLY OF
ORGANIC MOLECULES
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Daisuke Kiriya (1), Hiroaki Onoe (1), Masato Ikeda (2), Itaru Hamachi (2), Shoji Takeuchi (1) ((1) Institute of Industrial Science, The University of
Tokyo: (2) Graduate School of Engineering, Kyoto University)

iR oY U OBISHKRD 1 HEREL NIV
Single-cell level analysis of adaptation in chemoattractant signaling in Dictyostelium

Keita Kamino (1), Satoshi Sawai (2) ((I) Graduate School of Arts and Sciences, University of Tokyo : (2) Graduate School of Arts and
Sciences,University of Tokyo,JST-ERATO Complex Systems Biology)

t-BuOOH g™ 3> RU T RSBHEEDNE
Measurements of mitochondrial permeability change induced by t-BuOOH

Yoshihiro Matsunomeoto (1), Xiaolei Shi (1), Chisako Fujita (1), Yoshihiro Ohta (1) ((1) Div. of Biotechnology and Life Science, Tokyo University of
Agriculture)

t _BuOOH FEFEMHIRASEICE 75 CypD DREl : S ba Y RUTICLS ATP #HG~ADEE
The role of Cyclophilin D in --BuOOH induced cell death: its involvement in mitochondrial ATP supply

Chisako Fujita (1), Kiyotaka Machida (2), Hiroyuki Osada (2), Yoshihiro Ohta (1) ((1) Div. of Biotechnology and Liffe Science, Tokyo University of
Agriculture and Technology: (2) Antibody Lab, Riken)

EAFERPICETEMTO-TOEMHELCDONT
Study on Bio-Probe in Polymer Solutions

Daisuke Maki (1), Zenji Yatabe (2), Masatoshi Yoshimura (2), Chihiro Hashimoto (3), Hideharu Ushiki (4) ((/) Natural Resources and Ecomaterials,
Graduate School of Agriculture, Tokyo University of Agriculture and Technology.: (2) United Graduate School of Agricultural Science, Tokyo
University of Agriculture and Technology.: (3) Department of Applied Chemistry and Biotechnology, Niihama National College of Technology. : (4)
Institute of Symbiotic Science and Technology, Tokyo University of Agriculture and Technology.)

FHREBETNELTORFIAVEL—SHARL I
A vesicle encapsulating molecular computer: as a model system of cellular life

Kohichiroh Shohda (1), Tadashi Sugawara (2), Akira Suyama (1) ((1) Department of Life Sciences, Graduate School of Arts and Sciences, The
University of Tokyo: (2) Department of Basic Science, Graduate School of Arts and Sciences, The University of Tokyo)

REEEREAERVHEHADNAEICLDAVF > LIEEEOHEFRAOME
The interaction of melittin with phospholipid membranes investigated by differential scanning calorimetry and fluorescent spectrometry
Atsuji Kodama (1), Tetsuhiko Ohba (1), Kazuo Ohki (1) ((1) Department of Physics, Tohoku University)

Physical Properties of Amphotericin B-containing Liposomes
Li Wu (1), Kazuo Ohki (1), Tetsuhiko Ohba (1) ((1) Department of Physics, Graduate School of Science, Tohoku University)

I MAVFAIWKRRT 7 FPINIE ) —IVT I DI _DFRRRK
Non-bilayer formation of dipalmitoleoylphosphatidylethanolamine

Yuki Nagi (1), Masaki Goto (2), Nobutake Tamai (2), Hitoshi Matsuki (2), Shoji Kaneshina (2) ((1) Grad. Sch. of Advan. Tech. & Sci., The Univ. of
Tokushima: (2) Inst. Tech. & Sci., The Univ. of Tokushima)

STUNKRRTZFFINAY IS FEERHICRIET T VIVEREFERVIHEFEDOILVZTO-LHR
Acyl-Chain Length Dependent and Independent Effects of Cholesterol on Bilayer Phase Behavior of Diacylphosphatidylcholines

Takuya Izumikawa (1), Suguru Fukui (1), Maiko Uemura (1), Masaki Goto (2), Nobutake Tamai (2), Hitoshi Matsuki (2), Shoji Kaneshina (2) ((7)
Grand. Sch. of Advan. Tech.& Sci., The Univ of Tokushima: (2) Inst. Tech. & Sci., The Univ of Tokushima)

M7 IVHERT BIEMTY VIEEO S FIREES
Bilayer phase behavior of asymmetric phospholipids with an unsaturated acyl chain
Kaori Tada (1), Masaki Goto (1), Nobutake Tamai (1), Hitoshi Matsuki (1), Shoji Kaneshina (1) (() Inst. Tech. & Sci., The Univ. of Tokushima)

ENEBREESSUVEEZEAVEIEE S FEOGEEEDRNA
Volume behavior of phospholipid bilayer membranes revealed by pressure perturbation calorimetry and densitometry

Nobutake Tamai (1), Yuko Nambu (2), Kazuyo Fujishige (2), Masaki Goto (1), Shoji Kaneshina (1), Hitoshi Matsuki (1) ((1) Institute of Technology
and Science, The University of Tokushima: (2) Graduate School of Advanced Technology and Science, The University of Tokushima)

ElENMR (C&DA /2 b=V VEBREREE S N BEERITOZOHDFIR/NA IV FEEDHZ

Development of Planer Lipid Bilayers System using Bicelle for Structural Characterization of Membrane Bound Proteins by Solid State NMR
Naoko Uekama (1), Katsuhisa Kawai (2), Masashi Okada (2), Hitoshi Yagisawa (2), Satoru Tuzi (2), Katsuyuki Nishimura (1) ((1) Institute for
Molecular Science: (2) Department of Life Science, University of Hyogo)

BREMEE ZERCXT SHEDNMOME
Effect of curvature on the self-spreading behaviour of lipid bilayer
Hideki Nabika (1), Kei Murakoshi (1) ((1) Graduate School of Science, Hokkaido University)

mkEEE ANV, BEBEER FLRITHTZURY — AOBEERR
Direct observation of the behavior of liposome under the desired osmotic env ironment

Masae Ohno (1), Tsutomu Hamada (2), Michio Homma (1), Kingo Takiguchi (1) (({) Division of Biological Science, Graduate School of Science,
Nagoya University : (2) School of Materials Science, Japan Advanced Institute of Science and )

EREOLTY QP FEHAFE L Zab—2a Y
Replica-exchange molecular dynamics simulations of membrane systems

Tetsuro Nagai (1), Yuko Okamoto (2) ((1) Department of Physics School of Science Nagoya University: (2) Department of Physics School of Science
Nagoya University)
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KEAEBRO pH LEEZFA LD S IVRE EYERE
Artificial vesicular transport utilizing pH-induced aggregation ability
Kentaro Suzuki (1), Kensuke Kurihara (1), Tadashi Sugawara (1) ((1) Grad. School of Arts and Sciences, The Univ. of Tokyo)

BEISTICE T2 AOBEBRDS (I AOAFEBREHE (2)
Direct microscopic observation of biomembrane dynamics under a static magnetic field (2)

Kouya Tamatsukuri (1), Tetsuhiko Ohba (1), Gen Sazaki (2), Kazuo Ohki (1) ((1) Department of Physics, Tohoku University: (2) Institute for
Materials Research, Tohoku University)

BEE_SROEBMBEEFEICLDEIDF T 4 VIDRORR
Control of self-spreading dynamics of lipid bilayer toward novel molecular filtration
Tomoki Sumida (1), Hideki Nabika (1), Kei Murakoshi (1) ((1) Division of Chemistry, Graduate School of Science, Hokkaido University)

TS9Z7 2 - SFxy MEBICEDS ZRAFFRANL AT LADHEE
Construction of the two-dimensional molecular separation system based on the Brownian ratchet mechanism
Toshinori Motegi (1), Hideki Nabika (1), Kei Murakoshi (1) ((1) Hokkaido univ.)

JRY — AB#ER SNARE & A\ =< R MARBREREEOET
Effects of synaptotagmin on the membrane fusion between liposomes containing SNARE proteins involved in mast cell exocytosis
Yumiko Nagai (1), Satoshi Tadokoro (1), Naohide Hirashima (1) ((1) School of Pharmaceutical Sciences, Nagoya City Univ)

KRETINICBIFBREMR/INA VIRDIES EERK
Generation of large spike-like fluctuations in the Oosawa model

Shunsuke Ooyama (1), Masatoshi Nishikawa (2), Tatsuo Shibata (3) ((1) hiroshima univ.: (2) hiroshima univ. ; JST, CREST : (3) hiroshima univ. ;
JST, CREST ; PREST,JST)

KCNQ1 F v RIVESHR bA 4 A b —DEBERFNZE(L
Density-dependent changes in stoichiometry of KCNQ1 complex

Koichi Nakajo (1), Maximilian Ulbrich (2), Yoshihiro Kubo (1), Isacoff Ehud (2) ((1) National Institute for Physiological Sciences: (2) University of
California, Berkeley)

BAKTFEK T F v RIVDT —T 1 T EIERRAT

Gating mechanism analysis in voltage sensitive potassium channels

Yuko Takeuchi (1), Minako Hirano (1), Takaaki Aoki (1), Toshio Yanagida (1), Toru Ide (1) ((1/) Graduate School of Frontier Bioscience, Osaka
University)

NEMEDOE—F v RIVERFABLUNAF LY —~DIEH

Single antibiotics channel current measurement and its application for biosensor

Takaaki Aoki (1), Minako Hirano (1), Yuko Takeuchi (1), Toshihide Kobayashi (2), Toshio Yanagida (1), Toru Ide (1) ((/) Graduate School of
Fronteier Biosciences, Osaka University : (2) Advanced Science Institute, RIKEN)

F.EEE—9—AOT0O M BBICEXLIZTRAHAEEONRE
Effect of local dielectric constants on the proton pathway in F, rotary motor

Kentaro Fukunaga (1), Mitsunori Takano (1) ((1) Graduate School of Advanced Science and Engineering, Waseda Univ.)

WERAES A T HEREBS — MEREAHE FIhA [CRTFE NATERBE OB RN
Functional analysis of conserved charged residues of FIhA, an export gate component of bacterial flagellar type III protein export appratus

Noritaka Hara (1), Tohru Minamino (2), Keiichi Namba (1) ((1) Graduate school of Frontier Biosciences, Osaka University: (2) Graduate school of
Frontier Biosciences, Osaka University; PRESTO, JST)

KesA F v RIVD 2 REIFRINVDSERERT
ATR-FTIR study of KcsA channel

Yusuke Asai (1), Yuji Furutani (2), Hirofumi Simizu (3), Shigetoshi Oiki (3), Hideki Kandori (1) ((1) Department of Frontier Materials, Nagoya
Institute of Technology: (2) Department of Life and Coordination-complex Molecular Science, Institute for Molecular Science: (3) Department of
Molecular Physiology and Biophysics, University of Fukui Faculty of Medical Sciences)

WEFBREZBEFASDT =/ —IVISEBEDRET

Phenol-sensing properties of the bacterial chemoreceptor chimeras.

Ken Takeuchi (1), Tomohiro Tokunaga (1), Naoya Yamauchi (1), Tomonori Iwama (1), Keiichi Kawai (1) ((1) Faculty of Applied Biological
Sciences, Gifu University)

AVSEECEZBEREAIDOY S FEH

Ligand recognition of chemoreceptor homologs involved in chemotaxis toward amino acids in Vibrio cholerae

Soichiro Nishiyama (1), Hirotaka Tajima (3), Kazuho Suzuki (1), Tomoya Hira (1), Daisuke Suzuki (3), Yasuaki Ito (3), Michio Homma (3), Ikuro
Kawagishi (1) ((1) Dept. Frontier Biosci., Hosei Univ: (2) Res. Cen. Micro-Nano Tech., Hosei Univ.: (3) Div. Biol. Sci., Grad. Sch. Sci. Nagoya Univ.)

TSI RTA VEIEEHNLHIE FIASH 2R L KBRECHEZTEOREHRE
Observation of chemoreceptor clusters in Escherichia coli by using a small fluorescent probe FIAsH

Takehiko Inaba (1), Kaori Miura (2), Ikuro Kawagishi (3) ((1) Research Center for Micro-Nano Technology, Hosei University: (2) Dept. Materials
Chemistry, Graduate School of Engineering, Hosei Univ.: (3) Dept. Frontier Biosci., Faculty of Bioscience and Applied Chemistry, Hosei Univ.)

AVSEERMEEES S FY T RT A BLU I QOFEHH
Localization of chemotaxis-related components of systems I and III of V. cholerae under aerobic and anaerobic conditions
Geetha Hiremath (1), Tatsuaki Ebisawa (1), Akhiro Hyakutake (2), So-Ichiro Nishiyama (3), Ikuro Kawagishi (3) ((1) Department. of Materials.
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Chemistry, Graduate School of Engineering, Hosei University: (2) Nikken BioMedical Laboratory Inc.: (3) Department of Frontier Bioscience, Faculty
of Bioscience and Applied Chemistry, Hosei University)

Vibrio alginolyticus DI (Z & % surface swarming D EAL 4 HIE
Characterization of chemotactic control surface swarming by lateral flagella in Vibrio alginolyticus

Manabu Konishi (1), Tomoya Hira (2), So-Ichiro Nisiyama (3), Masaru Kojima (4), Ikuro Kawagishi (3) ((1) Department of Materials Chemistry,
Graduate School of Engineering, Hosei University: (2) Department of Frontier Bioscience, Faculty of Engineering, Hosei University: (3) Department
of Frontier Bioscience, Faculty of Bioscience and Applied Chemistry, Hosei University: (4) Department of Micro-Nano Systems Engineering, Graduate
School of Engineering, Nagoya University)

KAEEECEZREE Tar IZEME N2+ 2BEERSTS
The aspartate chemoreceptor Tar of Escherichia coli directly binds to the repellent Ni**

Hirotaka Tajima (1), Eri Iijima (2), Noriko Ohta (1), Yoshiyuki Sowa (3), Ikuro Kawagishi (3) (() Division of Biological Science, Graduate School
of Science, Nagoya University: (2) Department of Frontier Bioscience, Faculty of Engineering, Hosei university: (3) Department of Frontier
Bioscience, Faculty of Bioscience and Applied Chemistry, Hosei university)

AR U Hh—ERVEKBEECEZBED S 5 X5 —BEDFFIEFR
Characterization of the structure of the chemoreceptor cluster in Escherichia coli using chemical cross-linkers

Noriko Ohta (1), Hiroki Irieda (1), Kousuke Jintori (2), Tsuyoshi Watanabe (2), Michio Homma (1), Ikuro Kawagishi (2) ((1) Division of Biological
Science, Graduate School of Science, Nagoya University: (2) Department of Frontier Bioscience, Faculty of Bioscience and Applied Biochemistry,
Hosei University)

iE - FEPIRBRICHEEIHH D
Is there sex difference in the hippocampus, the center of learning and memory?

Yasushi Hojo (1), Shimpei Higo (6), Toshihiro Komimami (2), Hideo Mukai (1), Takeshi Yamazaki (3), Nobuhiro Harada (4), Seijiro Honma (5),
Tetsuya Kimoto (1), Suguru Kawato (1) ((1) The University of Tokyo; BIRD, JST: (2) The University of Tokyo: (3) Hiroshima University: (4) Fujita
Health University: (5) ASKA Pharma Medical: (6) The University of Tokyo; JPSP Research Fellow)

THRIVEZICK D BHEMER/A HIEEE
Effect of estrogen on spine regulation in hippocampus
Rei Sato (1), Yusuke Hatanaka (1), Suguru Kawato (1) ((1) University of Tokyo)

Sy MBEMES T TRAABEICHTDIERT =/ —IVADEREER
Low dose effects of Bisphenol A on the Synaptic Plasticity in Rat Hippocampal Neurons

Tetsuya Kimoto (1), Yasushi Hojo (1), Rei Sato (1), Suguru Kawato (1) ((1) Dept. of Biophysics and Life Sciences, Grad. School of Arts and Sciences,
University of Tokyo)

BHRIVEVICKDBE CAT - CA3 R/8A »O2 RSN & OHMBNIERIER RO
Androgen rapidly increased the density of dendritic spines in the hippocampus via several kinases
Yusuke Hatanaka (1), Tetsuya Kimoto (1), Suguru Kawato (1) ((1) Dept Life Sciences, Graduate School of Arts and Sciences., Univ of Tokyo)

THERIVEVBRMVARLLSEREEAHEELZEESES : 2HUR
Rapid restoration effect by estradiol on stress-induced suppression of long term potentiation in rat hippocampus
Suguru Kawato (1), Yuuki Ooishi (2) ((1) Univ of Tokyo: (2) NTT Communication)

ZRRAT—IE O DFEBETN EZORERBEDNEL
Learning Model with Multiple timescales and Change in a Structure of Phase Space
Tomoki Kurikawa (1) ((1) Department of Basic Science, University of Tokyo)

HREHERNA OBFFELZOER
Novel methods and its applications for analysis of spines in neurons

Hideo Mukai (1), Yuusuke Hatanaka (1), Gen Murakami (1), Kenji Mitsuhashi (1), Suguru Kawato (1) (({) Dept. Biophys. and Life Sci. Grad. Sch.
Arts & Sci., The Univ. of Tokyo; Bioinfomatics Project, JST)

BEFRERVREFALCERFASICHAS IS5 =-2—AYORE
The use of gene-targeted mice to identify neurons involved in the regulation of feeding behavior

Shuhei Horio (1) ((1) Department of Molecular Pharmacology, Division of Pharmaceutical Sciences, Institute of Health and Biosciences, The
University of Tokushima)

BiE RGIFHFITOREBERESEIVHECHSTZ2AE-AVFTE/ A RORE

The identification of endocannabinoid ligand responsible for memory formation and extinction of classical eyeblink conditioning

Junko Nakayama (1), Yasushi Kishimoto (1), Ikuko Oku (1), Yutaka Kirino (1) ((1) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri
University)

BIERERPOBFELRBRICETHRABMBIIINSG I VBEZRE 1 B(MGIURT)DERE

The functional role of mGIuR1 within cerebellar Purkinje cells in acquisition and expression of conditioned eyeblink response

Yasushi Kishimoto (1), Harumi Nakao (2), Atsu Aiba (2), Yutaka Kirino (1) ((1) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri
University: (2) Kobe University, Grad. Sch. Medicine)

F A0 DIREFROIRENEH ICE TS GABA BEREEN LIREIEE

GABA receptor-mediated modulation of oscillatory neuronal activity in slug olfactory center

Suguru Kobayashi (1), Mariko Hattori (1), Ryota Matsuo (1), Etsuro Ito (1) ((1) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri
University)

RURBERSEFEDFICHE T E—ELER (NO) DO&RE



2P-204

2P-205

2P-206

2P-207
1YP1-10

2P-208

2P-209

2P-210

2P-211

2pP-212

2P-213

2P-214

2P-215

2P-216
2TA2-04

2P-217
2TA2-03

2P-218
2TA2-06

Physiological role of nitric oxide (NO) in eyeblink conditioning of mice

Yoshiichiro Kitamura (1), Junko Nakayama (1), Yutaka Kirino (1) ((1) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri University)

Rhodobacter capsulatus B3 PYP D8R fEA# X D #FR
Interaction mechanism of the photoactive yellow protein of Rhodobacter caplsulatus
Yoichi Yamazaki (1), Narihito Ota (1) , Hironari Kamikubo (1), Mikio Kataoka (1) ((1) Nara Institute Science and Technology)

Rc-PYP D{ER S
The low-temperature spectroscopy of Rc-PYP
Yuya Hamaguchi (1), Yoichi Yamazaki (1), Hironari Kamikubo (1), Mikio Kataoka (1) ((1/) Nara Institute of Science and Technology)

F A S #R\\/= Photoactive Yellow Protin W 3%
Analysis of the different properties in two PYPs by use of chimera proteins.
Keisuke Matsumoto (1), Yoichi Yamazaki (1), Hironari Kamikubo (1), Mikio Kataoka (1) ((1) Nara Institute of Science and Technology)

Photoactive Yellow Protein D{KfEEEkRiEES
Low-barrier hydrogen bond in Photoactive Yellow Protein

Shigeo Yamaguchi (1), Hironari Kamikubo (1), Kazuo Kurihara (2), Ryota Kuroki (2), Yoichi Yamazaki (1), Mikio Kataoka (3) (({) Nara Institute of
Science and Technology: (2) Japan Atomic Energy Agency: (3) Nara Institute of Science and Technology; Japan Atomic Energy Agency)

BEFERFENEMFEICLDO R TS D DOBREHER
Direct observation of rhodopsin dynamics in disc membrane by high-speed AFM

Hayato Yamashita (1), Mikihiro Sibata (1), Takayuki Uchihashi (5), Yuji Hurutani (2), Takahiro Yamashita (3), Hideki Kandori (4), Yoshinori
Shichida (3), Toshio Ando (5) ((I) Faculty of Science, Depertment of Physics, Kanazawa University: (2) Institute for molecular science; Nagoya
Institute of Technology: (3) Depertment of Biophysics, Kyoto University: (4) Nagoya Institute of Technology: (5) Faculty of Science, Depertment of
Physics, Kanazawa University;CREST-JST)

AHAART OV EDOHA TV DORFENEZalb—2 3>
Molecular Dynamics Simulation of Squid Rhodopsin and Bovine Opsin

Minoru Sugihara (1), Makiko Suwa (1) (() National Institute of Advanced Industrial Science and Technology (AIST), Computational Biology
Research Center (CBRC))

S-modulin &#F#/&0 R 7L 2O U YEAEMFICIIRA IO R A O HEETHD
Microdomain in Rod Photoreceptor Disk Membrane is Crucial for Ca®* -dependent Suppression of Rhodopsin Kinase by S-modulin
Fumio Hayashi (1), Keiji Seno (2) ((1) Kobe Univ: (2) Hamamatsu Univ. School of Medicine)

A ITIVERHMERRD cGMP 9 #%EE%R PDE6 DZDD r ¥ 71= vy MIHEENBETOTIVS
Functional differentiation within two 7 subunits of cGMP-phosphodiesterase 6 (PDE6) in frog photoreceptor
Natsumi Saito (1), Fumio Hayashi (1) ((1) Department of Biology, Faculty of Science, Kobe University)

Wz s o NROBERW A — LA I O— ADREN
Analyses of aureochrome expressed in E.coli
Osamu Hisatomi (1), Keigo Furuya (1), Fumio Takahashi (2), Hironao Kataoka (2) ((1) Osaka University: (2) Tohoku University)

2IEHEORME+FF—1t (GRK1, GRK?7) DFEMDEWNE 5 THEBOEE
Identification of a region responsible for higher phosphorylation activity of GRK7 than GRK 1
AKki Seno (1), Norihiko Takemoto (1), Shuji Tachibanaki (1), Satoru Kawamura (1) ((1) Grad. Sch. of Frontier Biosciences, Osaka University)

EENKUEICLEZETST74va2H/ )T boO—A DASH KRIGEEDRE
Photoreaction pathway in zebrafish Cryptochrome-DASH determined by low temperature spectroscopy

Reo Fukazawa (1), Kazunori Zikihara (1), Tomoko Ishikawa (2), Takeshi Todo (2), Satoru Tokutomi (1) ((/) Department of Biological Science,
Graduate School of Science, Osaka Prefecture University: (2) Department of Medical Genetics, Graduate School of Medicine, Osaka University.)

JAARFRFECRZRE - T+ FMOEY 20X T FIVREICHT BT IINF 2 427 DEBS
Involvement of Arg427 in the light-signal transduction of Arabidopsis phototropin2, a blue-light photoreceptor

Kazunori Zikihara (1), Hitomi Katsura (1), Sho Oyamatsu (2), Minoru Sakurai (2), Satoru Tokutomi (1) ((1) Department of Biological Science,
Graduate School of Science, Osaka Prefecture University: (2) Center for Biological Resources and Informatics, Tokyo Institute of Technology)

AR7o > OMBERIN—TE2EMFAANEERED RTS OMRE
Study on chimeric archaeal-rhodopsin containing cytoplasmic loops of bovine rhodopsin

Aya Nakatsuma (1), Takahiro Yamashita (2), Akira Kawanabe (1), Yuji Furutani (3), Yoshinori Shichida (2), Hideki Kandori (1) ((1) Department of
Frontier Materials, Nagoya Institute of Technology: (2) Department of Biophysics, Kyoto University: (3) Institute for Molecular Science;Department
of Frontier Materials, Nagoya Institute of Technology)

F—FORTIoponT0 b REICET 29EHR
Spectroscopic study of proton release group of archaerhodopsins

Junya Yamada (1), Kunio Thara (2), Hideki Kandori (1) ((1) Department of Frontier Materials, Nagoya Institute of Technology: (2) Center for Gene
Research, Nagoya University)

AR 7o UICBIT B ERERIESAEER C X 2RI RFIHEE
Molecular mechanism of long-range synergetic color tuning between multiple amino acid residues in rhodopsin
Hiroshi Watanabe (1), Yoshiharu Mori (2), Takahisa Yamato (3) ((1) Graduate School of Science, Nagoya University; Research Fellow of the Japan

Society for the Promotion of Science: (2) Graduate School of Science, Nagoya University; CREST,JST: (3) Graduate School of Science, Nagoya
University; CREST,JST)
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FJt+ / 1 Mycena Chlorophos MFIt S FHEDAEER

Molecular mechanism of bioluminescent Mycena Chlorophos
Shuhei Hayashi (1), Ryuichi Fukushima (1), Naiohisa Wada (1) ((/) Toyo Univ.)

EIWBHSBHEANSHECLDIBECEORILELICEITDRERTRSY /N BESHIERBIEDOEHA
Assembly process of photosynthetic pigment-protein complexes during greening of etiolated leaves observed by picosecond time-resolved
fluorescence spectroscopy

Yutaka Shibata (1), Shinsuke Okui (1), Yoshiaki Nakagawa (1), Yukari Tahara (1), Shigeru Itoh (1) ((1) Nagoya University)

> 3 Leptolyngbya boryana ICE5 173 XIEKFE 7O o007 4 U RETEERIEKOHMBENERIMOEBRDLEICKLDHEH
Intracellular pigment distribution in a cyanobacterial mutant lacking light-independent protochlorophyllide reductase using confocal
microscope

Yukari Tahara (1), Yutaka Shibata (1), Haruki Yamamoto (2), Yuichi Fujita (2), Shigeru Itoh (1) (({) Division of Material Science, Graduate School
of Science, Nagoya University: (2) Laboratory of Molecular Plant Physiology, Graduate School of Bioagricultural Sciences, Nagoya University)

YRRV ESHEABOMILNDERAERES /O BESERDEA & TOHM R L5
Introduction of photosynthetic protein-pigment super complex into nanopores inside silica mesoporous materials and the increase of heat
stability inside SMM

Chihiro Kamidaki (1), Souji Ishizaka (1), Tomoyasu Noji (1), Daiju Fujita (1), Tsutomu Kajino (2), Yoshiaki Fukushima (2), Takeshi Sekitoh (3),
Shigeru Itoh (1) ((1) Division of Material Science, Graduate School of Science, Nagoya University: (2) Toyota Central R&D Labs. Inc. : (3) Material
Engineering Div.3 TOYOTA MOTOR CORPORATION)

RSB RS R E A BIE IC & B Thermosynechococcus vulucanus DHALEFR 2 D_BH S BEED I RILF—BEIDLEE
Comparision of energy-transfer process between photosystem II monomer and dimer from Thermosynechococcus vulucanus studied by time-
resolved fluorescence measurement at cryogenic temperature.

Shunsuke Nishi (1), Masayuki Komura (1), Tomoyasu N o j i (1), Keisuke Kawakami (2), Jian-Ren Shen (2), Yutaka Shibata (1), Shigeru Itoh (1)

((1) Division of Material Science, Graduate School of Science, Nagoya University: (2) Graduate School of Natural Science and Technology, Okayama
University)

IR [C BT BRI & NS RS & —HRASEDBR
Relationship between bystander cell death and intracellular energy-deposition sites

Munetoshi Maeda (1), Masanori Tomita (1), Noriko Usami (2), Katsumi Kobayashi (2) ((1) Central Research Institute of Electric Power Industry
(CRIEPI) : (2) High Energy Accelerator Research Organization (KEK))

MHz BEIRICK S U937 MIRAICEIFTB L 5 FIV RS VRGO 3V DRER
Expression of signal transduction induced by megahertz ultrasound in human myeloid U937 cells
Yusuke Odate (1), Pak-Kon Choi (1), Wakako Hiraoka (1) ((1) Department of physics, School of Science and Technology, Meiji University)

74F B (IP6) OEMHBEREEERASEMFNIR
Phytic acid-induced ROS regulation and its biological effects on human cells

Asuka Kato (1), Yuki Hirakawa (1), Yoshihiko Inomata (2), Mamoru Aizawa (2), Wakako Hiraoka (1) ((1) Department of Physics, School of Science
and Technology, Meiji University: (2) Laboratory of Biomaterials, Department of Applied Chemistry, School of Science and Technology, Meiji
University)

PFRANZERY M= ERFRIRERY NT—0DT75R MV —2 3> EHEE
Frustrations and functions of molecular machines and reaction networks
AKinori Awazu (1) ((1) Dept. of Mathematical and Life Sciences)

BRNGEGBEROBCERE S T AN invitro TRRT HRH4£EMD
What is the condition of realizing a self-replication system of genetic information in vitro?

Norikazu Ichihashi (1), Tomoaki Matsuura (3), Tetsuya Yomo (2) ((1) Graduate School of Information Science and Technology, Osaka University:
(2) Graduate School of Information Science and Technology; Graduate School of Frontier Bioscience, Osaka University; ERATO, JST: (3) Graduate
School of Information Science and Technology, Osaka University)

BKIRIRT ICE T D HEEED FOHIR
Fluorescent oligomers as a garbage: a product from hydrothermal vents.
Hideaki Takehana (1), Eiichi Imai (1), Hajime Honda (1) ((1) Department of Bioengineering, Nagaoka University of Technology)

TEEE, EALATRENY. REM: RFBUESEICKBEYI/NEER
Plasticity, Evolvability and Robustess: A Macroscopic Theory in terms of Phenotypic Fluctuations
Kunihiko Kaneko (1) ((1) University of Tokyo and ERATO Complex Systems Biology)

DNA BIEREANH L/-BCEENI I
DNA replication system in self-reproducing vesicles
Kensuke Kurihara (1), Mieko Tamura (1), Kentaro Suzuki (1), Tadashi Sugawara (1) ((1) The Univ. of Tokyo)

BEFRERICEST 59 N0 BEESHRRAAOKRE UEE
The interwinding nature of protein interfaces and its implication for protein complex formation

Kei Yura (1), Steven Hayward (3) ((1) Center for Informational Biology, Ochanomizu University: (2) Graduate School of Humanities and Sciences,
Ochanomizu University: (3) School of Computing Sciences, University of East Anglia: (4) School of Biological Sciences, University of East Anglia)

RASBECEDSERKDTFRY MU — O DEBREER

Construction and Analysis of Biomolecular Network based on Domain Structures
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Yukari Hayashi (1), Akinori Sarai (2), Satoshi Fujii (3) ((1) Kyushu Institute of Technology: (2) Kyushu Institute of Technology: (3) Kyushu Institute
of Technology)

ANSOFaAO-ARBIFEHFRY b7 —0 OREAER
Systematic Analysis of Biomolecular Network in Structurome
Mitsuaki Ohtsuka (1), Satoshi Fujii (1), Akinori Sarai (1) ((1) Kyushu Institute of Technology)

&N BRI D= HDES L BEDHERLDFFiE
A method for coarse level description of sequence and structure for the analysis of protein function
Hisako Ichiahra (1), Wataru Nemoto (2), Hiroyuki Toh (1) ((1) Medical Institute of Bioregulation, Kyushu Univ.: (2) CBRC, AIST)

BE(LENRBRFHERNVCRAS U A —FREDRRE
An SVM-Domain Linker Prediction Trained with Optimized Features Selected by Random Forest

Teppei Ebina (1), Hiroyuki Toh (2), Yutaka Kuroda (1) ((1) Dept of Biotech and Life Sci, Tokyo Univ of A & T (TUAT): (2) Div. Bioinf, Med. Inst. of
Bioreg, Kyushu Univ)

REREZLE/HI I N/ ERBEFRAALOBABLURE
Insertion and/or deletion regions on protein-protein interface to alter oligomeric states.
Hafumi Nishi (1), Motonori Ota (1) ((1) Grad. Sch. of Inform. Sci., Nagoya Univ.)

BR7 I /BEIIDISRE ) U TICKDERDEEETA
Functional classification of enzymes by clustering of subsequences consisting of active sites and ligand interaction sites.

Chioko Nagao (1), Nozomi Nagano (2), Kenji Mizuguchi (1) ((1) National Institute of Biomedical Innovation (NIBIO): (2) Computational Biology
Research Center (CBRC), AIST; Institute for Bioinformatics Research and Development (BIRD), Japan Science and Technology Agency (JST))

KRBT —IA VO DORASNHICAES IS IV B VB EB SRR DR
Macroscopic Relationships between Protein Phosphorylation and Physical Interaction

Nozomu Yachie (1), Rintaro Saito (1), Naoyuki Sugiyama (2), Masaru Tomita (1), Yasushi Ishihama (3) ((1) Inst. Adv. Biosci., Keio Univ.; Syst. Biol.
Prog., Grad. Sch. Media & Gov., Keio Univ.: (2) Inst. Adv. Biosci., Keio Univ.: (3) Inst. Adv. Biosci., Keio Univ.; PRESTO, JST)

BEOTA—AICBITZBUIFINERLEVEHRI b RUT BNVIENES RO BDRE
Search for Novel Mitochondrial B -barrel Outer Membrane Proteins without B -signal in Yeast Proteome
Kenichiro Imai (1), Paul Horton (1), Michel Gromiha (1) ((/) CBRC, AIST)

BABITL U FIVOBCSIRRT
Sequence Analysis of Nuclear Export Signals

Szu-Chin Fu (1), Paul Horton (2) ((1) Department of Computational biology, Graduate School of Frontier Science, University of Tokyo, Japan: (2)
Computational Biology Research Center (CBRC), National Institute of Advanced Industrial Science and Technology (AIST), Japan)

UBEEERAWNEY RO BREETRIE FCANAL DS K &8 VO BADIEH
FCANAL, structure-based protein function prediction method, applied to various types of proteins.

Yuuichi Watanabe (1), Kousuke Kaido (1), Takashi Ando (1), Ichiro Yamato (1), Satoru Miyazaki (2) ((1) Department of Biological Science and
Technology,Tokyo University of Science: (2) 2Department of Pharmaceutical Science and Technology,Tokyo University of Science)

NW—FNEBEEHRTEERAWNEAS XDERICKDET LOERERBELERABLATE
The prediction of protein-protein interaction sites in sequences using a naive bayes classifier with a kernel density estimation
Yoichi Murakami (1), Kenji Mizuguchi (1) (({) National Institute of Biomedical Innovation)

E T/ ADSDOEFERIIEEIED DNAKES O BORH
Analysis of DNA binding proteins with charge periodicity from human genome
Runcong Ke (1), Noriyuki Sakiyama (1), Shigeki Mitaku (1) ((1) Dept. of Appl. Phys., Grad Sch. of Engi., Nagoya Univ.)

FEABIEOME ERRICHDPBNDHTE
Estimating forces in the growing epithelial cells

Shuji Ishihara (1), Kaoru Sugimura (3), Atsushi Miyawaki (3) ((1) Graduate School of Arts and Sciences, Univ. of tokyo: (2) PRESTO, JST: (3)
RIKEN BSI)

TRERICBIFBZANR bR RDEDOHE S
A statistical-mechanical study of evolution of robustness in noisy environment

Ayaka Sakata (1), Koji Hukushima (1), Kunihiko Kaneko (2) ((1) Graduate School of Arts and Sciences, University of Tokyo: (2) Graduate School of
Arts and Sciences, University of Tokyo, Complex Systems Biology Project, ERATO, JST)

HRME OMES £ REL Y S ABAER & &/
The phase equation and minimal description for cell locomotion of dictyostelium

Miki Yamamoto (1), Yusuke Maeda (2), Hirokazu Tanimoto (1), Masaki Sano (1) ((1) Department of Physics, the University of Tokyo: (2) Rockefeller
University)

KaiC&# O EDOEARE a2 —> 3> ICHBITBY VELY A JIL & ATPase EHED 7
Coordinated dynamics of phosphorylation and ATP hydrolysis in the simulated circadian oscillation of KaiC

Shinsuke Itagaki (1), Tetsuro Nagai (1), Kazuhito Itoh (2), Tomoki P. Terada (2), Masaki Sasai (2) ((1) Department of Computational Science and
Engineering, Nagoya University: (2) Department of Applied Physics, Nagoya University)

KaiC ) VB RIREI D3| &AL BKR

Entrainment of Circadian Oscillation of Phospholyration Level of KaiC in vitro
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Tetsuro Nagai (1), Tomoki Terada (2), Masaki Sasai (3) ((1) Department of Computational Science and Engineering, Nagoya University: (2)
Department of Applied Physics, Nagoya University: (3) Department of Applied Physics, Nagoya University;Department of Computational Sciences,
Korea Institute for Advanced Study)

WmEnNT oF oy b —OBRICREY B4 /O EOBERER
Numerical analysis of intracellular molecular dynamics related to organization of actin networks
Michiko Sugawara (1), Hideo Yokota (1) ((/) RIKEN: (2) PRESTO, JST)

ATME > ROEDBRCY YEILICKZREEMZFIMA L7 DNABE S JFIL Otk LESEIEEE
Bistability depending on the ATM autophosphorylation as a sensor and amplifier of DNA damage signals

Kazunari Mouri (1), Nacher Jose (2), Tatsuya Akutsu (3) ((/) RIKEN: (2) Future University-Hakodate: (3) Institute for Chemical research, Kyoto
University)

Pacing induced control of spiral waves in heart tissue
Marcel Horning (1), Akihiro Isomura (2), Kenichi Yoshikawa (1) ((1) Kyoto University, Department of Physics: (2) Kyoto University, Institute for
Virus Research)

L2 RICROBENE « REZ SR
Discreteness of Chemically Reacting Systems: Time Fluctuation Analysis
Taichi Haruna (1) ((/) Graduate School of Science, Kobe University; PRESTO, JST)

ERFAFIVRCBITB /A XBEDL AT LAY A XEKFRIIRY T —OBEDPRET S
Structure of networks determines the system size dependency of noise intensity in collective dynamics
Naoki Masuda (1), Yoji Kawamura (2), Hiroshi Kori (3) ((1) University of Tokyo: (2) JAMSTEC: (3) Ochanomizu University)

U5 REFRICEITHAFERIEMMROMBS A F IR
Cellular dynamics of light-induced inverted bioconvection in Chlamydomonas reinhardtii
Naoki Sato (1) ((1) University of Tokyo, Graduate School of Arts and Sciences)

“EREXTERMEAVCREERS N FOSFI A F I 0 REH
Molecular Dynamics of thermal response polymer using dual polarization interferometry
Kohei Shiba (1), Takeshi Mori (1), Takuro Niidome (1), Yoshiki Katayama (1) ((1) Kyushu University)

#BREE ) 7 )5 4 L PCR B % B\ 3E4S R4 DNA B A 1804
Minimized Non-specific Amplification with A Rapid Denaturation to Annealing Temperature Transition Using Novel Ultra Rapid Real-Time
PCR system

Hideyuki Terazono (1), Hiroyuki Takei (3), Kenji Yasuda (2) ((/) Kanagawa Academy of Science and Technology: (2) Kanagawa Academy of
Science and Technology,; Department of Biomedical Information, Division of Biosystems, Institute of Biomaterials and Bioengineering, Tokyo Medical
and Dental University: (3) Kanagawa Academy of Science and Technology; Faculty of Life Science, Toyo University)

HiBNORARRREZLDBRIE & Z DRFA
Measurement and analysis of local temperature change inside living cells.

Kotaro Oyama (1), Madoka Suzuki (2), Vadim Tseeb (3), Fumichika Ono (4), Yusuke Seto (4), Masahiro Motoyoshi (1), Kaoru Iwai (5), Shin’Ichi
Ishiwata (3) ((1) Pure and Applied Physics, Graduate School of Advanced Science and Engineering, Waseda University: (2) COBRI, Comprehensive
Research Organization, Waseda University: (3) Department of Physics, Faculty of Science and Engineering, Waseda University: (4) Bioscience and
Biomedical Engineering, Graduate School of Advanced Science and Engineering, Waseda University: (5) Department of Chemistry, Faculty of
Science, Nara Women’s University)

AOFEREE AFM 2RSS HZBEREOER. NWEBFIFEDORSE
Combined AFM and channel recording system for electrophysiological and dynamic channel function research
Mitsunori Kitta (1), Hiroyuki Tanaka (1), Tomoji Kawai (1) ((1) the Institute of Science and Industrial Research, Osaka University )

MEREAI b2 R 7 OJFIER C KB
Optical distance and membrane potential of mitochondria in neurites

Keisuke Haseda (1), Kazuhiro Kajiyama (2), Yoshihiro Ohta (3) ((1) Div. Biotechnology and Lifescience , Tokyo University of Agriculture and
Technology: (2) Div. Biotechnology and Lifescience , Tokyo University of Agriculture and Technology: (3) Div. Biotechnology and Lifescience , Tokyo
University of Agriculture and Technology)

OFIVGERREICE TS THRZERENFEED 1 NFHEF
Single molecule analysis of microclustering of signaling molecules on T cell activation

Makio Tokunaga (1), Kumiko Sakata-Sogawa (2) ((1) Grad. School of Bioscience & Biotechnology, Tokyo Inst. of Technology: (2) Research Center
for Allergy & Immunology, RIKEN)

DFARIR - BIRZHHEREE S T3 HRBEREEREELT0— T ORKE
Novel design strategy for various fluorescence probes to detect activity of protease based on unique intramolecular spirocyclization

Masayo Sakabe (1), Yasuteru Urano (2), Tetsuo Nagano (1) ((/) Graduate School of Pharmaceutical Sciences, Univ of Tokyo, JST CREST: (2)
Graduate School of Pharmaceutical Sciences, Univ of Tokyo)

A ERIZ PDT DRI % Bi5 L activatable S8 REF| D BIF
Development of an Activatable Photosensitizing Probe Aimed for Tumor Specific PDT

Yuki Ichikawa (1), Yasuteru Urano (2), Tetsuo Nagano (1) ((1) Graduate school of Pharmaceutical Sciences, The University of Tokyo; JST CREST:
(2) Graduate school of Pharmaceutical Sciences, The University of Tokyo)

Ta-5—NA AP TEDEE?2
Construction of Mueller matrix imaging system
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Yasuaki Eda (1), Kazuo Ohki (1), Tetsuhiko Ohba (1) ((1) Dept Physics, Graduate School of Science Tohoku Univ )

B DRFREMEZRAWVETFRAETNFE—SIINAA=—D 25 TO-T DR
Development of novel multimodal imaging probe using organosilica particle technology
Michihiro Nakamura (1), Kazunori Ishimura (1) (1) Dep. of Anatomy and Cell Biology, University of Tokushima Graduate School)

FHRELERRERAVCENRZICADS T I 075X MO
Analysis of amyloplast dynamics involved in gravity sensing using a novel centrifuge microscope

Masatsugu Toyota (1), Masao Tasaka (1), Miyo Morita Terao (2) ((I) Graduate School of Biological Sciences, Nara Institute of Science and
Technology: (2) Graduate School of Biological Sciences, Nara Institute of Science and Technology; PRESTO, JST)

HEGVNRIED 2 2RFRANDERDPFRET A V5 —89DIAFIv o LI PICRIZTTHE
The effect on the dynamic range of FRET indicators by mutation in fluorescent protein dimerization interface
Ippei Kotera (1), Takeharu Nagai (1), Takuya Iwasaki (1) ((1) Research Institute for Electronic Science, Hokkaido University)

FRET {8 REICE T HBHMBFE— A ;. FRET#HE, RUSAFIv oLy POHREBR
Correlation among dipole orientation, FRET efficiency and dynamic range of FRET-based indicators
Daisuke Nagai (1), Sang-Yeob Kim (1), Tomomi Tani (1), Takeharu Nagai (1) ((1) Research Institute for Electronic Science, Hokkaido)

HEYIMRE IC BT B REFBAREREA A — 2 VU EBE LKA LERERR
Long time physiological imaging of plant cells with reduced autofluorescence by using a Ca** indicator composed of a red-shifted FRET pair.

Toshiaki Uematsu (1), Ippei Kotera (1), Kenta Saito (1), Noriyuki Hatsugai (1), Kazuki Horikawa (1), Takeharu Nagai (1) ((1) Research Institute for
Electronic Science, Hokkaido University)

BTl bORV—2 ar(Ck> THEEDMEZMRICEAEINE sSRNADBRORBAUVZINIA LE=ZSV S
Long-term and real-time monitoring of effects of small interfering RNA introduced by single-cell electroporation in cultured cerebellar
neurons

Masahiko Tanaka (1), Yuchio Yanagawa (2), Naohide Hirashima (1) ((1) Graduate School of Pharmaceutical Sciences, Nagoya City University: (2)
Graduate School of Medicine, Gunma University)

BRBXREMEICLZT53I07v44-0CT
Micro-CT of Pthirus pubis by projection X-ray micosopy
Junichi Moriya (1), Toshiaki Higashikawa (2), Hideyuki Yoshimura (1) ((1) Meiji university: (2) Higashikawa Dermatology Office)

/Y N EERAVEKES AN O®KRE
Diffusion of Large Molecules into Assembling Nuclei Revealed Using an Optical Highlighting Technique
Satoshi Shimozono (1), Hidekazu Tsutsui (1), Atsushi Miyawaki (1) ((1) The Institute of Physical and Chemical Research)

TSI VHBEETRT U F 2RV EHRILEYEEET / HFOER
Synthesis of new semiconductor nano-particles by a tetraammine complex and cage-shaped protein, apoferritin

Kenji Iwahori (1), Rie Takagi (2), Naoko Kishimoto (2), Midori Yamane (2), Ichiro Yamashita (3) (({) PRESTO, Japan Science and Technology
Agency; Nara Insitute of Science and Technology: (2) Nara Institute of Science and Technology, Material and Science : (3) Nara Institute of Science
and Technology, Material and Science; ATRL, Panasonic)

HHRaERZE A tip-scan SRR FRINEBBROMRE
Development of tip-scan type of high-speed AFM for cell imaging

Yasutaka Okazaki (1), Takayuki Uchihashi (2), Toshio Ando (2) ((1) Department of Mathematics and Physics, Grad School of Natural Science and
Technology, kanazawa Univ.: (2) School of Mathematics and Physics, College of Science and Engineering, Kanazawa Univ.;CREST/JST)

HOESKBD SIRHHIRAEELRT / bS5 RBiEE : 20OTH A 2 LREBRIEE
Expandable nano-truss-structures made of self-assembled nucleic acids: Their designing and hierarchical construction

Takanobu Tsutsumi (1), Takao Okada (2), Kenshi Hayashi (1) ((1) Division of Genome Analysis, Research Center for Genetic Information, Medical
Institute of Bioregulation, Kyushu University: (2) Reseaarch Institute of Biomolecule Metrology Co., Ltd )

HEMHRZ S /8O B RecA ERWVEFRA 7T 4« ANy EV T EDRAR

Development of novel DNA optical mapping method using homologous recombination protein, RecA

Yuya Goto (1), Yuji Kimura (2), Hidehiro Oana (3), Masao Washizu (4) ((1) Department of Mechanical engineering, the University of Tokyo: (2)
Deparment of Bioengineering, the University of Tokyo;JST CREST: (3) Department of Mechanical engineering, the University of Tokyo; JST CREST:
(4) Department of Bioengineering and Mechanical engineering, the University of Tokyo; JST CREST)

REC-XZeBES RETHRRARAS M FIv o407 LA

Dynamic Microarray Technology for observation of adjacent different beads

Tetsuhiko Teshima (1), Kosuke Iwai (1), Hirotaka Ishihara (1), Shoji Takeuchi (1) ((1) Institute of Industrial Science (IIS), The University of Tokyo)

bistable 7% DNA TR&E T 2:RE/N> KRR T 1)L %
Thermal band pass filter implemented with a bistable DNA
Ken Komiya (1), Masayuki Yamamura (1), John A. Rose (2) ((1) Tokyo Institute of Technology: (2) Ritsumeikan APU)

83HB (11T A1H (H) ) /Day3 (Nov. 1, Sun.)

PCNA G178S ZREDEIEHEN
Structural analysis of PCNA with G178S mutation
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Asami Hishiki (1), Toshiyuki Shimizu (1), Satoko Akashi (1), Satoru Unzai (1), Mamoru Sato (1), Hiroshi Hashimoto (1) ((1) Yokohama City
University)

R B X SRS RIBERINC L 580 - b+ / VEFT7 I VECBERICEEOBEFIMR
X-ray crystal structure analysis of reaction intermediate of Copper and TPQ containing Amine oxidase from Arthrobacter globiformis

Misumi Kataoka (1), Ayuko Tominaga (1), Masayuki Ohtsu (1), Toshihide Okajima (2), Katsuyuki Tanizawa (2), Hiroshi Yamaguchi (1) ((1) School
of Science and Technology, Kwansei Gakuin University: (2) Institute of Scientific and Industrial Research, Osaka University)

SDSL EPR IC & B EEBERIZICH T B R E Y SNIAFOESHEDHE
The influence of the spin label mobility on the distance measurement of SDSL EPR in protein structure

Shoji Ueki (1), Jun Abe (2), Yasunori Ohba (2), Toshiaki Arata (3) ((1) Kagawa School of Pharmaceutical Science, Tokushima Bunri Univ.: (2)
Tohoku Univ.: (3) Graduate School of Science, Osaka Univ.)

KRR NRERBEKE27 284 TINIT YD 4 LA RNARY A5 —+ PB2 O X $REERBIERH
Crystal structure of influenza virus RNA polymerase PB2 including host determinant residue K627

Hideaki Tsuge (1), Hiroko Utsunomiya (1), Daisuke Kise (2), Noriko Echigo (2), Takashi Kuzuhara (2) ((1) Institute for Health Sciences, Tokushima
Bunri University: (2) Faculty of Pharmaceutical Sciences, Tokushima Bunri University)

MEf Orail 4F ISR VRE KA 2 Z2FDOKERBETHS
3D structure of tetrameric Orail channel; a teardrop-shaped structure with a long, tapered cytoplasmic domain

Yuusuke Maruyama (1), Toshihiko Ogura (1), Kazuhiro Mio (1), Kenta Kato (2), Takeshi Kaneko (2), Shigeki Kiyonaka (2), Yasuo Mori (2),
Chikara Sato (1) ((1) National Institute of Advanced Industrial Science and Technology (AIST): (2) Department of Synthetic Chemistry and Biological
Chemistry, Graduate School of Engineering, Kyoto University)

BEHEOT I #E&E#RIRE DFMAC OHRR & 4 6E T
Expansion of decoy-discriminating function DFMAC and its performance in some applications

Yoshihide Makino (1), Nobuya Itoh (1) (({) Department of Biotechnology, Faculty of Engineering, Toyama Prefectural University)

TIVINAR—REESY N BICHFES S D-7 I/ BICET 2R
D-amino acids are contained in the Alzheimer's disease-related proteins.
Akiko Kasai (1), Naoko Tate (1) ((1) Faculty of Pharmacy, Reserch Institute of Pharmaceutical Science, Musashino University)

ERBETUNA—R N ETETAXF I UEER A L OEBEETY VJ L2 OBKUBEDFER
Structural Modeling and Dynamical Properties of Human Aryl Hydrocarbon Receptor Dioxin Binding domain

Sundaram Arulmozhira (1), Yohsuke Hagiwara (2), Takao Ohno (1), Masaru Tateno (2) ((/) National Institute of Material Science: (2) University of
Tsukuba)

EAESXRIEESE - BERISICRIZT kosmotrope % chaotrope ;AE DEE
Effect of Kosmotropic and Chaotropic Solutes on the Assembly of Protein Macromolecular Structures

Yuki Yashiro (1), Antonio Tsuneshige (2) ((1) Department of Materials Chemistry, Graduate School of Engineering: (2) Department of Frontier
Bioscience, Faculty of Bioscience and Applied Chemistry, Hosei University, Tokyo, JAPAN)

FRUD LABEEMEZEFENE L bO Y EVEERDREICET 5HR
A study on the design of thrombin inhibitors targeting the Na* binding site
Daisuke Iyaguchi (1), Kouichi Uno (1), Eiko Toyota (1) ((1) Graduate School of Pharmaceutical Sciences, Health Sciences University of Hokkaido)

LEMDBBY —FET 4 v T4 U HDRER
A method of locating and fitting ligands for X-ray crystallography

Yong Zhou (1), Junji Yamane (2), Min Yao (1), Isao Tanaka (1) (() Faculty of Advance Life Science, Hokkaido University: (2) Graduate School of
Life Science, Hokkaido University)

FR7 A=V RICH T BUFBETFRICHEITIT—ISITALNTETVERICLDFUBEDS A 75 VIKEFHE—
Toward the Success of Template-Free Protein Structure Prediction -Dependency of Performance on the Fragment Libraries-

Shintaro Minami (1), George Chikenji (1) ((I) Department of Computational Science and Engineering, Nagoya University Graduate School of
Engineering)

XIRKTFR AT ICK D EAEEBETH
Context-specific score for protein structure prediction

Hikmet Cetin (1), Takeshi N Sasaki (2), Masaki Sasai (3) ((1) Nagoya University: (2) Aichi Shukutoku University: (3) Nagoya University; Korea
Institute for Advanced Study)

TSTAVRTEVTVICLDRREEAEBE) 774 AV b
Large scale protein structure refinement by fragment assembly

Kengo Sawada (1), George Chikenji (2) ((1) Department of Computational Science and Engineering, Nagoya University: (2) Department of
Engineering , Nagoya University)

=R bUr—9=" EEUREFETNICLD S OO BEBETH
Protein structure prediction by the all atom model that includes “ghost water”
Shumpei Sawato (1), George Chikenji (1) ((1) Dept. of Compu. Sci. and Eng., Grad. Sch. of Eng., Nagoya Univ.)

RORTYFDEVINOEZ 21— 2 bORHRR

Fibril formation of mouse prion mutants

Masaki Shibuya (1), Yasuko Watanabe (2), Kazuhisa Kubota (1), Keiko Takahashi (3), Hidehiko Nakagawa (4), Naoki Miyata (4), Osamu Inanami
(2), Wakako Hiraoka (1) ((1) Department of Physics, School of Science and Technology, Meiji University: (2) Laboratory of Radiation Biology,
Department of Environmental Veterinary Medical Sciences, Graduate School of Veterinary Medicine, Hokkaido University: (3) Department of
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Nanochemistry, Faculty of Engineering, Tokyo Polytechnic University: (4) Department of Organic and Medicinal Chemistry, Graduate School of
Pharmaceutical Sciences, Nagoya City University)

7 I/ BMERIERDS B — R TDR S Y FEREIEICSZ 2R
Effect of amino acid pairing propensity on 8 -strand order in the B -sheets

Hiromi Suzuki (1) ((1) School of Agriculture, Meiji University)

WEMLEE S 2 L—2 a3y AT ADRER
Development of an exhaustive comparative simulation system

Tohru Terada (1), Tadaomi Furuta (1), Takayuki Amemiya (2), Akinori Kidera (3) ((1) Molecular Scale Team, Computational Science Research
Program, RIKEN: (2) Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City University: (3) Molecular Scale
Team, Computational Science Research Program, RIKEN;Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama
City University)

GO ETIICKB I UNRIBDTA—INT 42T Zab—2ar EERABTEERRAICE DS 74 —IbT 1« VBB TFR L DR
Protein folding simulation based on the Go model and comparison with the predictions of folding mechanism based on the interresidue
average distance statistics

Masatake Sugita (1), Takeshi Kikuchi (2) ((1) Dept. Bioinformatics, Col. Life Sci., RitsumeikanUniv: (2) Dept. Bioinformatics, Col. Life Sci.,
RitsumeikanUniv)

T4 77 —CREBEREBRT SV v DD invitro HFES
Baseplate Wedge Assembly of Bacteriophage T4 in vitro

Moh Lan Yap (1), Yasunori Monzaki (1), Kazuhiro Mio (2), Leiman Petr (3), Shuji Kanamaru (1), Fumio Arisaka (1) ((/) Grad. Sch. of Biosci. and
Biotech., Tokyo Institute of Technology: (2) National Institute of Advanced Industrial Science and Technology, AIST: (3) Ecole Polytechnique Fédérale
de Lausanne, Institut de physique des systemes biologiques, Cubotron, Switzerland)

ERNAVOTF U1 OWEZEEEND pH &EMHE
pH dependence of the galactoside-binding activity of human galectin-1
Katsuyuki Takeuchi (1), Hirotsugu Hiramatsu (1), Hideo Takeuchi (1) ((1) Graduate School of Pharmaceutical Science, Tohoku University)

HMENAERY TS XALY /80 E FlgA O X #54E R SIS & e
X-ray Crystal Structure and Functional Analysis of a Periplasmic Flagellar Protein FIgA

Hideyuki Matsunami (1), Samatey Fadel A. (1), Shigehiro Nagashima (2), Katsumi Imada (2), Keiichi Namba (2) ((1) Trans-Membrane Trafficking
Unit, OIST,; Dynamic NanoMachine Project, ICORP, JST: (2) Dynamic NanoMachine Project, ICORP, JST; Grad. Sch. Frontier. Biosci., Osaka
Univ.)

Febuxostat &F+H > F VBKREROBLEBRTEIBICEITEI VNI EDESEOEEM
Significance of enzyme fluctuation in the lock-key mechanism between xanthine oxidoreductase and Febuxostat

Hiroto Kikuchi (1), Hiroshi Fujisaki (2), Tadaomi Furuta (4), Ken Okamoto (3), Takeshi Nishino (3), Silke Leimkuhler (4) ((1) Dept. of Phys., Nippon
Medical School: (2) Molecular Scale Team, Computational Science Research Program, RIKEN: (3) Dept. of Biochem. and Mol. Biol., Nippon Medical
School: (4) Inst. of Biochem. and Biol., Univ. of Potsdam, Germany)

A7 —0O4F 13% 8% a2 (IL-13Ra2) ORMEZOMHE
Expression and Characterization of Interleukin-13 receptor &2 chain (IL-13R & 2)

Fumiko Matsumoto (1), Taro Tamada (1), Eijiro Honjo (1), Shoichiro Ohta (2), Kenji Izuhara (2), Ryota Kuroki (1) ((1) Molecular Structural Biology
Group, Quantum Beam Science Directorate, Japan Atomic Energy Agency: (2) Division of Medical Biochemistry, Department of Biomolecular
Sciences, Saga Medical School)

FoF,—ATP SEEBROFELES T HZ
Non-Resonance Raman Investigations of Bovine Mitochondrial F F,-ATPsynthase

Kaoru Mieda (1), Minoru Kubo (1), Kyoko Shinzawa-Itoh (1), Takashi Ogura (1), Shinya Yoshikawa (1) ((1) Department of Life Science, Graduate
School of Life Science, University of Hyogo)

HRD AMRIETENISI R 7T R OEiE - SRR
Structure-activity relationship of a novel peptide with cancer cell growth-inhibitory activity.

Keisuke Oyauchi (1), Masakatsu Kamiya (1), Tomoyasu Aizawa (2), Makoto Demura (1), Koichi Suzuki (3), Keiichi Kawano (2) ((1) Graduate
School of Life Science, Hokkaido University: (2) Graduate School of Science, Hokkaido University: (3) Faculty of Agriculture, Iwate University)

2009 FEISHITLIETIAVTINI Y IAIINRITE PRIZRBEICEE LT <o h?
The binding affinity of swine influenza virus which caused global outbreak in 2009 to human type receptor.
Katsumi Omagari (1) ((1) Nagoya City University)

ATPase SEMEDMHIHE L ERET 5720 D KaiC D NFKf KA A > D X SRE &R
X-ray structural analysis of N-terminal domain of KaiC (KaiCI) for understanding of restrained ATPase activity

Se-Young Son (1), Hee-Jin Kang (2), Ken-Ichi Miyazono (2), Masaru Tanokura (2), Nobuhisa Watanabe (3), Takao Kondo (1), Shuji Akiyama (1) ((7)
Graduate School of Science, Nagoya University; JST CREST: (2) Graduate School of Agricultural and Life Sciences, The University of Tokyo: (3)
Graduate School of Engineering, Nagoya University )

IIR—ADEBHEY NI BREDSFHTE
Kramers theory and molecular mechanism of protein functions

Atumi Yamasita (1), Takahisa Yamato (2) ((/) Department of Physics School of Science Nagoya University : (2) Department of Physics School of
Science Nagoya University; CREST-JST ;Baylor College of Medicine)

I haAY RYUTERERS /80 E Tim40 OEER#R

Structural analysis of mitochondrial thiol oxidase Tim40
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Shin Kawano (1), Takaki Momose (1), Kayoko Terao (1), Koji Yamano (1), Nobuhisa Watanabe (2), Toshiya Endo (1) (({) Department of Chemistry,
Nagoya University: (2) Nagoya University Synchrotron radiation Research Center)

DFENNFEHEER /= LILRB1/HLA-G & LILRB2/HLA-G DS HIEDE W ICET 2%
Molecular dynamics simulation studies on the differences in the binding mechanism of LILRB1/HLA-G and LILRB2/HLA-G

Naoyuki Miyashita (1), Katsumi Maenaka (2), Yuji Sugita (3) ((I) RIKEN Computational Science Research Program: (2) Medical Institute of
Bioregulation, Kyushu University: (3) RIKEN Advanced Science Institute; JST-BIRD; JST-CREST)

ENREERBEICLS 7 UF VBT 2 HMEDO N FHEEBORE
Atomic Resolution Structures Indicate A Molecular Mechanism for Iron Release Through Functional Pore in Ferritin.

Takehiko Tosha (1), Ho-Leung Ng (3), Onita Bhattasali (2), Tom Alber (3), Elizabeth Theil (2) ((1) RIKEN SPring-8 Center, Harima Institute: (2)
Children's Hosp. Oakland Res. Inst.: (3) UC-Berkeley)

FoY—H—-INSYTERELV T ARRERBEDEIENRRY L TU LS EFTNEGHE
Transition path sampling using the Onsager-Machlup action with replica exchange: Model calculations

Hiroshi Fujisaki (1), Motoyuki Shiga (2), Akinori Kidera (3) ((1) Molecular Scale Team, Computational Science Research Program, RIKEN: (2)
Material Simulation, Center for Computational Science & E-systems, JAEA: (3) Molecular Scale Team, Computational Science Research Program,
RIKEN; Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama City University)

BERAES B L BRESHBEL DS FINFE 2 -2 3>
Molecular dynamics simulation of conformational change in a fatty acid B -oxidation multienzyme complex

Tadaomi Furuta (1), Tohru Terada (1), Akinori Kidera (2) ((1) Molecular Scale Team, Computational Science Research Program, RIKEN: (2)
Molecular Scale Team, Computational Science Research Program, RIKEN;Department of Supramolecular Biology, Graduate School of
Nanobioscience, Yokohama City University)

BHIFRNF—ZSREBICEDSESHEAIRIF—FRLAFNEEICLD VAL FONE
Prediction of binding free energy based on a free energy variational principle and classification of ligands by chemical property
Yasutomo Mianami (1), Takeshi Kikuchi (1) ((1) Dept. Bioinfomatics, Col. Life Sci., Ritsumeikan Univ.)

EpHRETO=T MY UYF—AICBITEEN—BEDHEER
The pressure-temperature phase diagram of hen lysozyme at low pH

Akihiro Maeno (1), Hiroshi Matsuo (2), Kazuyuki Akasaka (1) ((1) High Pressure Protein Research Center, Institute of Advanced Technology, Kinki
University, Japan: (2) Niigata Industrial Creation Organization, Japan)

BALETRBICHES 7 XY =2 Mo OLESHED BHIRINVF—EL
Free Energy Change of Azurin-Cytochrome Complex by Redox Reaction: A Molecular Dynamics Study
Hidemi Nagao (1), Hiroaki Saito (1), Keisuke Matsumoto (1), Riki Nakamura (1), Taku Mizukami (2) (1) Kanazawa University: (2) JAIST)

IRIF—RREICKDHKRS RV EOBREMBEHIRINF—FE
Solvation free energy of globular protein: an estimation by means of energy representation method

Hiroaki Saito (1), Keisuke Matsumoto (1), Riki Nakamura (1), Taku Mizukami (2), Kiyoshi Nishikawa (1), Hidemi Nagao (1) ((1) Faculty of
mathematics and physics, institute of science and engineering, Kanazawa University: (2) School of Materials Science, Japan Advanced Institute of
Science and Technology (JAIST) )

ZAU) - boOA(NEEEDOKINEEDEVNCLIREEDEL
Stability of Azurin(II)-Cytochrome(Il) Complex: An effect of Change of Hydration Structure

Riki Nakamura (1), Keisuke Matsumoto (1), Hiroaki Saito (1), Taku Mizukami (2), Masaru Tateno (3), Kiyoshi Nishikawa (1), Hidemi Nagao (1) ((/)
Faculty of Mathematics and physics, institute of science and engineering, Kanazawa University: (2) School of Materials Science, Janan Advanced
Institute of Science and Technology (JAIST): (3) Graduate School of Pure and Applied Sciences, Tsukuba University)

SFBHFL I 2L — 3 (2B staphylococcal protein AD B domain D7 + —JLF 4 » T HEDIHE

Folding simulation of the B-domain of staphylococcal protein A

Kenichiro Nishi (1), Tohru Terada (2), Kentaro Shimizu (1) ((/) Graduate School of Agricultural and Life Sciences, The University of Tokyo: (2)
Computational Science Research Program, RIKEN)

all-B NV BDZRIEERRITETIVF A/ Z AV FENFE ZaL— 3>

Multicanonical molecular dynamics simulation of an all- 8 protein with secondary structure restraints

Asahiko Nishimura (1), Tohru Terada (2), Kentaro Shimizu (1) ((1) Department of Biotechnology, Graduate School of Agricultural and Life Sciences,
University of Tokyo: (2) RIKEN)

SAVHESEMBEICLSERERYERDY A I OBSE—SFBH

Microsecond-resolved single-molecule time traces of protein folding by a line-illuminated confocal microscopy

Hiroyuki Oikawa (1), Kiyoto Kamagata (1), Yuji Goto (2), Satoshi Takahashi (1) ((1) Institute of Multidisciplinary Research for Advanced Materials,
Tohoku University; CREST, JST: (2) Institute for Protein Research, Osaka University)

FEBMOREICLS. P boOAc OFEAEMHIKEICET B KMREDREKRTFNE

Temperature dependences of hydration properties of intermediately denatured horse heart cytochrome ¢

Yusuke Miyashita (1), Tetsuichi Wazawa (2), Takashi Miyazaki (1), Makoto Suzuki (1) ((1) Tohoku Univ. Grad. Sch. of Eng.: (2) CREST/JST)
IKBEIKIRS /RO BENDORBREOREHRREEHR

Intrinsic binding modes of anesthetics to water-soluble globular proteins

Makoto Nishimoto (1), Nobutake Tamai (2), Michio Yamanaka (3), Hitoshi Matsuki (2) ((/) Grad. Sch. of Advan. Tech. & Sci., The Univ. of
Tokushima: (2) Inst. Tech. & Sci., The Univ. of Tokushima: (3) Dept. of Chem. Fac. of Sci., Kyushu Univ.)
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Crystallographic study of the alaine insertion mutants of Staphylococcal nuclease

Hiroshi Yoshioka (1), Sigeo Yamaguchi (1), Hironari Kamikubo (1), Yoichi Yamazaki (1), Mariko Yamaguchi (1), Mikio Kataoka (1) ((1) Nara
Institute of Science and Technology)

IVAY MEBRICLHPEQEDHRERBORS
Attempt to create an artificial functional protein by exchange of functional elements.

Akihiro Kogasaka (1), Hironari Kamikubo (1), Masayoshi Onitsuka (1), Yoichi Yamazaki (1), Mariko Yamaguchi (1), Mikio Kataoka (1) ((1) Nara
institute of science and technology)

TIYRVEVERWEBEIVAY FMOEY2V—2a Yy
Direct structural modulation of the structure element of SNase by using the azobenzene linkage.

Kensuke Saito (1), Hironari Kamikubo (1), Yoichi Yamazaki (1), Mariko Yamaguchi (1), Mikio Kataoka (1) ((1) Nara Institute of Science and
Technology)

FEHYEHRICOPCERT: R 74Oy AR LT —EEREOFERYBEHRITICEFD U 52 MEEDIRE
®-value analysis of induced folding: the role of the ligand binding in induced folding of disordered staphylococcal nuclease mutant
Masayoshi Onitsuka (1), Hironari Kamikubo (1), Yoichi Yamazaki (1), Mikio Kataoka (1) ((1) Nara Institute of Science and Technology)

BEFEHMEHESNEIC K B RAZM Staphylococcal Nuclease ZER A DIEIERIR

Structural Characterization of the Intrinsically Disordered Mutants of Staphylococcal Nuclease by Electron Paramagnetic Resonance
Spectroscopy

Hiroki Sawada (1), S.Budamagunta Madhu (2), Hironari Kamikubo (1), Yoichi Yamazaki (1), Mariko Yamaguchi (1), C. Voss John (2), Mikio
Kataoka (1) (() Graduate School of Materials Science, Nara Institute of Science and Technology: (2) Department of Biochemistry and Molecular
Medicine, School of Medicine, University of California, Davis)

WEN7 S_UBAEZRBIEEZA VD E FOEBETEROBERF RGBSR R ERO ML
Extraction of the regions encoded foldability and/or functionability from Dihydrofolate reductase by the systematic alanine insertion

Rumi Shiba (1), Hironari Kamikubo (1), Mika Umeyama (1), Sayaka Tsukasa (1), Yoichi Yamazaki (1), Mariko Yamaguchi (1), Masahiro Iwakura
(2), Mikio Kataoka (1) ((1) Nara institute of science and technology: (2) National Institute of Advanced Industrial Science and Technology)

RBNT S = BAZRBITICLS Human p100 SNase #k K A 1 > OEERZRLICEEH 2 fEi%O#HH
Extraction of the structural element of SNase-like domain in Human p100 by Alanine Insertion Analysis
Yoko Ogawa (1), Hironari Kamikubo (1), Chikako Komeda (1), Mariko Yamaguchi (1), Yoichi Yamazaki (1), Mikio Kataoka (1) (({/) NAIST)

HMGB2 & > /XU EDEERTE M ICE Y S8
Analysis of structure stability of HMGB2

Hiroshi Moriuchi (1), Shin-Ichi Tate (2), Naoko Tate (1) ((I) Research Institute of Pharmaceutical Science, Musashino University: (2) Graduate
School of Science, Hiroshima University)

EAETART Y —D#fEthE
Statistical Mechanical Theory of Protein Allostery
Kazuhito Itoh (1), Masaki Sasai (1) ((1) Department of Applied Physics, Nagoya University)

WIRT Y TIViEERWCEERSFOERE - ENKFHEORR
Molecular dynamics study of temperature and pressure effects on a biomolecule with generalized-ensemble algorithms
Yoshiharu Mori (1), Yuko Okamoto (1) ((1) Department of Physics, School of Science, Nagoya University)

RIESEHEDOTORT Y v O BEBEECDAA VA VBETIVICLZETV VS
Modeling allosteric conformational changes of different proteins with chameleon Go Model

Syogo Yokota (1), Takahiro Yamashita (1), Tomoki Terada (2) ((1) Department of Computational Science and Engineering, Nagoya University: (2)
Department of Applied Physics,Nagoya University)

BENXXERAWV RS FINFEIab—ary

A simulated annealing molecular dynamics simulation with a genetic crossover for protein systems

Yoshitake Sakae (1), Tomoyuki Hiroyasu (2), Mitsunori Miki (3), Yuko Okamoto (1) ((1) Department of Physics, Nagoya University: (2) Department
of Biomedical Information, Doshisha University: (3) Department of Intelligent Information Engineering and Sciences, Doshisha University)
VZUABECTHINASZab—2a eRAVWEES RO BOBETFA S alb—2ay

Prediction of membrane protein structures by replica-exchange Monte Carlo simulations

Koichi Sugimoto (1), Hironori Kokubo (2), Yuko Okamoto (1) ((1) Department of Physics School of Science Nagoya University: (2) Department
of Chemistry University of Houston)

FHR—PFRINEZERVET S04 K BLEADEN
Amyloid beta oligomer formation studied by newly developed single molecule analysis method
Naofumi Terada (1), Tamotsu Zako (1), Masafumi Sakono (1), Mizuo Maeda (1) ((1/) RIKEN)

EEEPTFOMM-CGZalb—3r
Multiscale MM-CG Simulation of Complex Biological Systems
Kei Moritsugu (1), Akinori Kidera (2) (1) RIKEN: (2) Yokohama City University; RIKEN)

2 O—RBRAICETS RNase AD B — > — MDEEEF)

Volumetric property of B -Sheets of RNase A in Sucrose Solution

Tsubasa Yamamoto (1), Eri Chatani (2), Minoru Kato (1) ((1) Graduate School of Science and Engineering, Ritsumeikan University: (2) Department
of Pharmacy, Ritsumeikan University)
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CRINT 4 REEEDAIEITY VF—AT7 S04 RERHOEREBRMEENVE B ST
The position of disulfide cross-linking makes a difference in volumetric properties of the lysozyme amyloid-like fibril
Ryohei Kono (1), Kazuyuki Akasaka (3), Hideki Tachibana (2) ((1) Second Department of internal medicine, Wakayama Medical Universityy: (2)

Graduate School of Biology-Oriented Science and Technology, Kinki University: (3) High Pressure Protein Research Center, Institute of Advanced
Technology, Kinki University)

ATP IR SRR D 2 7 2 > NIEEREERE D XZE(LD PDB F—4 £ AR
Relatively Changes of Distances between Each Pair of Amino Acid Residues in Myosin Motor Domain during ATP Hydrolysis

Hiroshi Kagawa (1), Yoshinori Nagai (2), Hiroshi Wako (3) ((1) Physics Laboratory, Nippon Medical School: (2) Center for Information Science,
Kokushikan University: (3) School of Social Sciences, Waseda University)

FMIRKRERISRBRE T ST AV M FREEHBEICE DA VY ITNI VAR INF U OERTFHR
Possibility of Mutation Prediction of Influenza Hemagglutinin by Combination of Hemadsorption Experiment and Quantum Chemical
Calculation for Antibody Binding

Kazutomo Takematsu (1), Kaori Fukuzawa (2), Katsumi Omagari (3), Katsuhisa Nakajima (3), Setsuko Nakajima (3), Yuji Mochizuki (4), Tatsuya
Nakano (5), Hirofumi Watanabe (6), Shigenori Tanaka (6) ((/) Division of Human Environmental Science Graduate School of Human Development
and Environment, Kobe University: (2) Mizuho Information & Research Institute, Inc.: (3) Department of Virology, Medical School, Nagoya City
University: (4) Department of Chemistry and Research Center for Smart Molecules, Faculty of Science, Rikkyo University; CREST, Japan Science and
Technology Agency (JST): (5) Division of Medicinal Safety Science, National Institute of Health Sciences;CREST, Japan Science and Technology
Agency (JST): (6) Graduate School of Engineering Department of Computer Science and Systems Engineering, Kobe University;CREST, Japan
Science and Technology Agency (JST))

RHARIRTENA > HCP Df#F
Characterization of a novel peptide which mediates aggregation and migration of hemocytes from an insect

Masakatsu Kamiya (1), Shin-Ichi Nakatogawa (2), Yasunori Oda (3), Tatsuro Kamijima (1), Tomoyasu Aizawa (2), Makoto Demura (1), Yoichi
Hayakawa (3), Keiichi Kawano (2) ((1) Graduate of Life Science, Hokkaido University: (2) Graduate of Science, Hokkaido University: (3) Faculty of
Agriculture, Saga University)

TVALE RO ERBENA ) T — OB EEICK D8R
Analysis of Soluble Oligomers of Prion Protein by Fluorescence Correlation Spectroscopy

Hiroshi Sakata (1), Motohiro Horiuchi (2), Masataka Kinjo (1) ((1) Laboratory of Molecular Cell Dynamics, Faculty of Advanced Life Science,
Hokkaido University: (2) Laboratory of Prion Diseases, Graduate School of Veterinary Medicine, Hokkaido University)

DTIIWVBREEREIOTYERLIFY (O yd) —TILEES 7 ORERBOECENSLIURF Ry F 2 J8BIF
Docking simulation and biochemical analyses of sialylated glycan recognition of sialic acid binding Ig-like lectin (Siglec)-7

Nao Yamakawa (1), Hitomi Kosaki (2), Paul Crocker (3), Gerard Vergoten (4), Chihiro Sato (2), Ken Kitajima (5) ((1) Bioscience and Biotechnology
center, Global COE systems biology, Nagoya University: (2) Bioscience and Biotechnology center, Graduate School of Bioagricultural Sciences,
Nagoya University: (3) College of Life Sciences, University of Dundee: (4) Universite des Sciences et Technologies de Lille, Unite Glycobiologie
Structurale et Fonctionnelle: (5) Bioscience and Biotechnology center, Global COE systems biology, Graduate School of Bioagricultural Sciences,
Nagoya University)

BIACORE-X /5 REMGEERNT — 5 B 2FiE
GETTING HIGH QUALITY KINETIC DATA FROM A BIACORE-X SPR BIOSENSOR
Mai Nemoto (1), Damien Hall (1) ((1) Institute of Basic Medical Science University of Tsukuba)

BHFREAICEIT5RAEUE S EICE DS BRERFIR VL LIFEDORRE
Accurate and robust particle pickup method for single particle analysis was developed using local-similarity classification
Masaaki Kawata (1), Chikara Sato (1) (1) National Institute of Advanced Industrial Science and Technology (AIST))

XBEHEFL—YERWVEERFAA DT DERH
Theory of single molecule imaging by X-ray free-electron laser
Atsushi Tokuhisa (1), Junichiro Taka (1), Hidetoshi Kono (1), Nobuhiro Go (2) ((1) Japan Atomic Energy Agency: (2) RIKEN SPring-8 Center)

RAEY A TN EEEHREB FliH/FlIl E&EOEERTICH T = HER S

Steps towards structural analysis of the FliH/Flil complex of the flagellar type III protein export apparatus

Akihiro Kawamoto (1), Tohru Minamino (1), Tomoko Miyata (1), Takayuki Kato (1), Keiichi Namba (1) ((1) Graduate School of Frontier
Biosciences, Osaka University)
BERBEBREIALEPEFNAREECLDTOT 7Y —LEBRS /80 PA28 5LV a 7TH T2y bOBRIBIEREN

Solution structural analyses of PA28 and & 7 subunit of the 20S proteasome by SANS in conjunction with deuterium labeling techniques

Eiji Kurimoto (1), Hiroki Sahashi (2), Eri Sakata (2), Kenta Okamoto (2), Yasufumi Minami (3), Masaaki Sugiyama (4), Koichi Kato (5) ((1) Facul.

Pharm. Meijo Univ.; Grad. Sch. Pharm. Sci. Nagoya City Univ.: (2) Grad. Sch. Pharm. Sci. Nagoya City Univ.: (3) Dept. Biotech. Maebashi Inst.
Tech.: (4) Research Reactor Inst., Kyoto Univ. : (5) Okazaki Inst. Integ. Biosci. Natl. Inst. Natl .Sci.; Grad. Sch. Pharm. Sci. Nagoya City Univ.)

NIV RREBRREREBRTES VNI ERORFIHNE I alb—2aVik
Development of the method reproducing the bulk lipid surface-area in the molecular dynamics simulation of the protein-membrane complex

Takaharu Mori (1), Fumiko Ogushi (2), Yuji Sugita (3) (1) RIKEN ; JST-BIRD: (2) RIKEN: (3) RIKEN ; JST-BIRD ; JST-CREST)

BREDTHAINAEICKS FRET BRFIMER
Analysis of single-molecule FRET trajectories by sequential Monte Carlo method

Yasuhiro Matsunaga (1), Akinori Kidera (2) ((1) Molecular Scale Team, Computational Science Research Program, RIKEN: (2) Molecular Scale
Team, Computational Science Research Program, RIKEN; Department of Supramolecular Biology, Graduate School of Nanobioscience, Yokohama
City University)
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Paracoccus denitrificans F b £ 0 A ¢ Bt EER DO KIHE HRBHEBR TOSHK
Synthesis of Paracoccus denitrificans cytochrome coxidase in the E. coli cell-free system

Yukie Katayama (1), Tomitake Tsukihara (1), Shinya Yoshikawa (1), Hideo Shimada (1) ((1) Picobiology Institute, Graduate School of Life Science,
University of Hyogo)

BEHNVT77—#HEICLKSHF b OAP450cam DEEZEL
Substrate d-camphor binding induces structural change of cytochrome P450cam

Keisuke Sakurai (1), Takashi Hayashi (2), Tomitake Tsukihara (1), Hideo Shimada (1) ((1) Picobiology Institute, Graduate School of Life Science,
University of Hyogo: (2) Department of Applied Chemistry, Graduate School of Engineering, Osaka University)

F b 0O A P450cam OEMEMIN S DKkY 5 R& —HEikiE
Mechanism of the water exclusion from the active site of cytochrome P450cam

Keisuke Sakurai (1), Katsuyoshi Harada (2), Kunitoshi Shimokata (3), Takashi Hayashi (2), Hideo Shimada (1) ((1) Picobiology Institute, Graduate
School of Life Science, University of Hyogo: (2) Department of Applied Chemistry, Graduate School of Engineering, Osaka University: (3) WORLD
INTEC)

AVR=IWTIV2, 30FF T FT—EOBRRRMFBERMERIBES T /N ROKRE
Detection of Two Oxygen-Isotope Sensitive Resonance Raman Bands for Human Indoleamine 2, 3-Dioxygenase

Sachiko Yanagisawa (1), Keiko Yotsuya (2), Yumi Hashiwaki (1), Masaki Horitani (2), Hiroshi Sugimoto (2), Yoshitsugu Shiro (2), Takashi Ogura
(1) ((1) University of Hyogo: (2) RIKEN HARIMA)

BRPOTLBLEY 2 LHTF b O ABEBROBERETH.OOFENR
Characterization of the O, reduction site of crystalline fully oxidized bovine heart cytochrome ¢ oxidase.

Masao Mochizuki (1), Kazumasa Muramoto (1), Kyoko Shinzawa-Ito (1), Tomoko Maeda (1), Rika Inaoka (1), Shinya Yoshikawa (1) ((/)
Picobiology Institute, Graduate School of Life Science, University of Hyogo)

{LHEMAES O L BRESBEOERREKTSE
Tetramer-dimer equilibrium of chemically modified hemoglobin as studied by protein concentration-dependences of the oxygen equilibrium
curve

Takanori Inao (1), Sako Kuriyama (1), Kiyohiro Imai (2) ((1) Dept. of Materials Chem., Grad. Sch. of Eng., Hosei Univ: (2) Dept. of Frontier Biosci.,
Fac. of Biosci and Aapplied Chem,.Hosei Univ.)

YhoBALCICBIFBL MDA CRILBRLEDEFLERSICERELRY I/ BIXEDOIR
Identification of amino acid residues responsible for the electron transfer reaction with cytochrome c¢ oxidase in cytochrome c.

Kaoru Inoue (1), Koichi Sakamoto (1), Naoko Nomoto (1), Takeshi Uchida (1), Kyoko Shinzawa-Ito (2), Shinya Yoshikawa (2), Koichiro Ishimori (1)
((1) Hokkaido University: (2) University of Hyogo)

AYEa—49232alb—23»[Ck% ABC bS5 RKR—% — - Sav1866 DEHFIBELEIBOREH
Computer simulation reveals the drug transport mechanism of ABC transporter Sav1866
Kentaro Adachi (1), Minoru Sakurai (1) ((1) Center for Biological Resources and Informatics, Tokyo Institute of Technology)

BWMERIA T F v RIS A F 320 A0 R
Statistical analysis of the mechanosensitive ion channel's dynamics

Kazuto Sei (1), Chun Biu Li (2), Tamiki Komatsuzaki (2) ((/) Graduate School of Life Science, Hokkaido University: (2) Research Institute for
Electronic Science, Hokkaido University)

NITFUARART S 2 a2—492 b LI3A DREGRLLAAREHBEDRZEFHHR
Crystallographic study of a long-lived photoreaction intermediate of the L93A mutant of bacteriorhodopsin
Yoshikazu Yamazaki (1), Masanori Hikake (1), Midori Murakami (1), Kunio Ihara (1), Tutomu Kouyama (1) ((1) nagoya university)

EBENOSTVAORT OV ONREBRRICEITD5 N0 E_BEBMBEEERDORE
Effect of protein-lipid interaction on irreversible photobleaching of bacteriorhodopsin in purple memebrane

Tasuke Narishige (1), Yasunori Yokoyama (1), Masashi Sonoyama (1), Shigeki Mitaku (1) ((1) Department of Applied Physics, Graduate School of
Engineering, Nagoya University)

DMPC, DPPC Z_EEICB#ER LN TUAFORTS U DHRIRE
Photobleaching of bacteriorhodopsin reconstituted in DMPC and DPPC bilayer.

Taku Kitoh (1), Lumi Negishi (1), Yasunori Yokoyama (1), Masashi Sonoyama (1), Shigeki Mitaku (1) (({) Department of Applied Physics,Graduate
school of engineering, Nagoya University: (2) Department of Applied Chemistry and Chemical Biology, Gunma University)

NOTUAART OIS BT+ — XA —TREDHOHBIER & #HbasMR DB
Identification of cytoplasmic and extracellular side of bacteriorhodopsin for force spectroscopy

Yosuke Higashi (1), Satoshi Ozaki (1), Naoya Watanabe (2), Yasunori Yokoyama (1), Masashi Sonoyama (1), Shigeki Mitaku (1) ((1) Graduate
School of Engineering, Nagoya University: (2) SIl NanoTechnology Inc.)

KBEEBZRF ¥ RIVMscLDA N/ 5—FT 4 2 FICEIFBKDEBEBBDIRE
Role of Water Penetration and Permeation in Mechano-Gating of the E-coli Mechanosensitive Channel MscL

Yasuyuki Sawada (1), Masaki Murase (2), Masahiro Sokabe (1) ((1) Dept. Physiol. Nagoya Univ. Grad. Sch. Med.: (2) ICORP/SORST Cell
Mechanosensing, JST)

FGF23 512155 ppGalNAc-T3 D E|
Role of Polypeptide GalNAc-transferase T3 in FGF23 secretion

Kentaro Kato (1), Charlotte Jeanneau (2), Imran Dar (2), Mads Agervig Tarp (2), Anna Benet-Pages (3), Eric Paul Bennett (4), Ulla Mandel (4), Tim
M. Strom (3), Henrik Clausen (2) ((1) Department of Medical Biochemistry and Genetics, University of Copenhagen; Recently moved to Graduate
School of Advance Life Science, Hokkaido University: (2) Department of Medical Biochemistry and Genetics, University of Copenhagen: (3) GSF
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National Research Center: (4) Faculty of Health Sciences, School of Dentistry, University of Copenhagen)

Visualization of the assembly and disassembly of S. cerevisiae Rad51 on duplex DNA in real-time
Ichiro Amitani (1), Amitabh V Nimonkar (1), Ronald J Baskin (1), Stephen C Kowalczykowski (1) ((1) University of California, Davis)

NITUFT 7 —2 Mu DENSRERICODIZEMR T COEEBRE
Direct Observation of Bacteriophage Mu Transposition Target Immunity

Yong-Woon Han (1), Kiyoshi Mizuuchi (2) ((1) Insitute for Integrated Cell-Material Sciences, Kyoto University: (2) National Institute of Diabetes,
Digestive and Kidney Diseases, Natinal Institutes of Health, USA)

SUMO b1 & 2B EREIE T heat shock factor 2 @ DNA #E&FEED S FHE
Molecular basis for SUMOylation-dependent regulation of DNA binding activity of Heat Shock Factor 2

Mariko Ariyoshi (1), Yukihiro Tateishi (1), Ryuji Igarashi (1), Hideyuki Hara (2), Kenji Mizuguchi (3), Hidehito Tochio (1), Masahiro Shirakawa (1)
((1) Graduate School of Engineering, Kyoto University: (2) ESR Division, Bruker Biospin K.K.: (3) National Institute of Biomedical Innovation)

B4 RINZERMEGE £ AV bHLH BF DR
Analyses of a bHLH transcription factor using site-directed mutants
Keigo Furuya (1), Koji Hasegawa (1), Osamu Hisatomi (1) ((/) Osaka University)

Leucyl-tRNA SELEER (C BT BB RIBREFR IO BRI IR
Computational analyses of expression mechanisms of enzymatic functions in leucyl-tRNA synthetase
Yohsuke Hagiwara (1), Osamu Nureki (2), Masaru Tateno (3) ((1) University of Tsukuba: (2) University of Tokyo: (3) University of Tsukuba)

2524 —DNA 1815 L &8 EE%R hOGG1 DR FEAF L Zal—2ar
Molecular dynamics simulation of cluster damaged DNA and hOGG1
Mariko Higuchi (1), Miroslav Pinak (1) ((1) Japan Atomic Energy Agency)

NFPHFL T2l —2 3 (CL5 DNA BEREES /X0 E MutS-DNA 54D ENRIELR
Molecular dynamics simulations of DNA repair protein MutS and DNA complexes
Hisashi Ishida (1) (1) Japan Atomic Energy Agency)

BRI EiEZE ALV FMBP- 1 Q&GRS FENRERT
In vivo analysis of the molecular dynamics of FMBP-1 by fluorescence correlation spectroscopy

Shohei Myoba (1), Hideki Muto (2), Mai Kimoto (3), Masakatsu Kamiya (1), Takashi Kikukawa (1), Tomoyasu Aizawa (1), Masataka Kinjo (2),
Shigeharu Takiya (3), Makoto Demura (1), Keiichi Kawano (1) ((1) Department of Biological Sciences, Graduate School of Science, Hokkaido
University: (2) Laboratory of Molecular Cell Dynamics, Faculty of Advanced Life Science, Hokkaido University: (3) Center for Genome Dynamics,
Graduate School of Science, Hokkaido University)

BEFRICEDSERY - DNA FBHICHIT 3 RN O®RF
Structure-based Analysis of Cooperativity in Protein-DNA Recognition

Akihiro Tanaka (1), Satoshi Fujii (1), Hidetoshi Kono (2), Akinori Sarai (1) ((1) Dept. Bioscience and Bioinformatics, Kyushu Institute of
Technology: (2) Neutron Science Research Center and Center for Promotion of Computational Science and Engineering, Japan Atomic Energy
Research Institute)

TPMiEZER WS /O BEIRRFIZE TS mRNA (TR 5 2 U R Y — ADESE
Analysis of the ribosomal movement along mRNA during translation by tethered particle motion method

Chihoko Arimori (1), Ryo lizuka (1), Takashi Funatsu (1), Sotaro Uemura (2) ((/) Graduate School of Pharmaceutical Sciences, The University of
Tokyo: (2) Stanford University, School of Medicine)

—SFHENREICE S U ARY —A—mRNA HBEVEA A D IEFRIED KRS
Asymmetric ribosome interaction with mRNA in translation initiation

Masatoshi Tachibana (1), Tomoaki Masuda (1), Ryo lizuka (1), Takashi Funatsu (1), Sotaro Uemura (2) ((/) Graduate School of Pharmaceutical
Science, The University of Tokyo: (2) Department of Structural Biology, Stanford University School of Medicine)

AFM ZRWETOA RS FUFEERE GAILT v MEE DNA OISR
Analysis of binding of telomestatin derivative to G-quadruplex DNA by using AFM

Yui Furunaga (1), Shingo Mieda (1), Kazunori Ikebukuro (1), Kazuo Nagasawa (1), Noriyuki Nakamura (2), Chikashi Nakamura (2) ((1) Department
of Biotechnology and Life Science, Tokyo University of Agriculture and Technology: (2) Research Institute for Cell Engineering, AIST)

DFMNFECLS DNA-9 RO BRBEERD S 2 2 —2 3 VBRI
Simulation analysis of interactions between DNA and protein by molecular dynamics

Masahiro Watanabe (1), Tomonori Suzuki (2), Satoru Miyazaki (1) ((1) Graduate School of Pharmaceutical Sciences, Tokyo University of Science:
(2) Fac.of Pharmaceutical Sciences,Tokyo University of Sciences)

FEIEINPEAEDOT INIVYERBBERDOS M F 30 AOKMHR
Hydration effect on dynamics of a protein in a reverse micelle in the terahertz frequency range
Hiroshi Murakami (1), Takaki Nishi (2), Yuji Toyota (3) (() Japan Atomic Energy Agency: (2) JAEA;Kyoto Inst. Tech.: (3) JAEA;Osaka City Univ.)

BEREOHFIES) & IEFFIES T HKFZNR

Hydration affects both harmonic and anharmonic nature of protein dynamics

Hiroshi Nakagawa (1), Yasumasa Joti (2), Akio Kitao (2), Mikio Kataoka (3) ((1) Japan Atomic Energy Agency: (2) University of Tokyo: (3) Nara
Institute of Science and Technology;Japan Atomic Energy Agency)

DNA BB DKDD T : D FEAFES I alb— 3 & 3D-RISM ICKBEEERDLER

Comparison of DNA hydration patterns obtained from MD simulation and 3D-RISM theory
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Yoshiteru Yonetani (1), Yutaka Maruyama (2), Fumio Hirata (2), Hidetoshi Kono (1) (({) Japan Atomic Energy Agency: (2) Institute for Molecular
Science)

XDEHEFOHEFE LN ETNZBULBEDFLANFORAFNAEERADIEA
Analysis of cooperative modes of water and understandings of dynamical interaction between water and solute molecules through it
Hiroshi Teramoto (1), Tamiki Komatsuzaki (1) (1) Hokkaido University)

BEHE EKRFKDEIEZ(LIER : PYP DS FENFNHAR
Correlation of structural change in protein and hydration water: Molecular dynamic study of PYP

Taku Mizukami (1), Ayumu Sugiyama (2), Riki Nakamura (2), Keisuke Matsumoto (2), Hiroaki Saito (2), Hidemi Nagao (3) ((/) Japan Advanced
Institute od Sience and Technology: (2) Faculty of Mathematics and Physics, Institute of Science and Engineering, Kanazawa University: (3) School of
Mathematics and Physics, College of Science and Engineering, Kanazawa University)

TOFUTA4TAY MADMARIA S D OBRANIEEDRIHRIE
Visualizing the cooperative binding of tropomyosin molecules along an actin filament
Ryota Yanai (1), Hajime Honda (1), Eiichi Imai (1) ((1) Dept. of BioEngineering, Nagaoka Univ. of Technology)

TOFUHERNDE/ T —RBEDIESE
Fluctuating configurations of monomers within an actin filament

Hajime Honda (1), Toshiya Haga (1), Kazutaka Mori (1), Yousuke Taguchi (1), Ei-Ichi Imai (1), Koshin Mihashi (2) ((1) Dep. Bioeng., Nagaoka
Univ. Tech.: (2) Nagoya Univ.)

TUORIFIVICKBBMEE L AT ABEOHA
An attempt nano-detection system applying actomyosin motility systems
Naoto Yoshida (1), Tetsuya Seki (1), Eiichi Imai (1), Hajime Honda (1) (({/) Department of Bioengineering, Nagaoka University of Technology)

HHAISRY—EILLDT I MIA LV ESFHEERDRIRIL
Observing the interaction of single actin molecules with myosins in vitro

Yousuke Taguchi (1), Kyohei Ito (1), Eiichi Imai (1), Katsuhiko Shimada (2), Hajime Honda (1) ((1) Department of Bioengineering, Nagaoka
University of Technology: (2) School of Design and Architecture, Nagoya City University)

TOFUT4ZA2METOMARIAL YOI FACLDIEN
Twisting and Untwisting of Tropomyosin coiled Coil on Actin Filament

Kenji Murakami (1), M. Stewart (2), Takeyuki Wakabayashi (1) (({) Dept. Biosciences, School of Science and Engineering, Teikyo University: (2)
MRC Lab. Mol. Biol.)

HREERTRANDORYIF LS A—ILDORE
whether Ethlene Glycol diffuse into the sarcomere lattice or not.
Tetsuo Ohno (1) (1) The Jikei University School of Medicine)

ZRFTFRET BBAICK D F 7o F o — bARI AL U NImEE (83-104)EEH OF7 FI vV ETIVEBE
FRET between Residues on Actin and the N-terminal region (83—111) of Tropomyosin in the Reconstituted Thin Filament.

Masashi Bunya (1), Satoshi Makimura (1), Hidetaka Tobita (2), Masao Miki (1) ((1) Applied Chemistry and Biotechnology, University of Fukui: (2)
Material Science and Engineering, University of Fukui)

AS—TUEBEERWE C2C12 fEMHAIC & 2N ADAE
Measurement of active tension generated by C2C12 myotubes using thin collagen film
Hideaki Fujita (1), Kazunori Shimizu (1), Eiji Nagamori (1) ((1) Toyota Central R&D Labs. Inc.)

MYPT1 D CRIFRIT 55 A > b DS & H#aE
Structure and Function of the C-terminal functional fragment of MYPT1

Shinya Ohki (1), Shunsuke Mori (1), Ryou Iwaoka (1), Fumiko Matsuzawa (2), Masumi Eto (3) ((1) Japan Advanced Institute of Science and
Technology: (2) Altif Laboratories Inc.: (3) Thomas Jefferson University)

Y72y FOESIITIBRICK S F - ATPase O RIEOHRE
Rotation of F, - ATPase with truncated 7 - subunits

Ryohei Chiwata (1), Tomonari Kawakami (2), Ayako Kohori (3), Shou Furuike (4), Katsuyuki Shiroguchi (4), Masasuke Yoshida (5), Kazuhiko
Kinosita Jr. (4) ((1) Dept. of Bioscience, Grad. School of Science and Engineering, Waseda Univ.: (2) Waseda University: (3) Waseda University: (4)
Waseda University: (5) Tokyo Institute of Technology; ATP-synthesis Regulation, ICORP, JST)

TOFUOEREMBIFL 25 DEBEICHZ BEBORNT
The influence of mutated actin filament against processive myosin-V motility

Tomotaka Komori (1), Atsuko Iwane (1), Toshio Yanagida (1) ((1) Graduate school of Frontier Biosciences, Osaka University)

GT7OFUEFTOFUICHET DML 2 IKEE

Two Distinct Forms of Actin in Monomeric and Filamentous states

Masatoshi Morimatsu (1), Yuichi Togashi (1), So Nishikawa (1), Mitsuhiro Sugawa (1), Atsuko Iwane (1), Toshio Yanagida (1) ((1) Graduate School
of Frontier Biosciences, Osaka Unv. )

E—4—5 2O ED3RTEHE
3D tracking of motor proteins

Thomas Martin (1), So Nishikawa (1), Mitsuhiro Sugawa (1), Atsuko Iwane (1), Toshio Yanagida (1) ((/) Graduate School of Frontier Biosciences,
Osaka Unv.)
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SFHVUNVIDR VA DY —DEERFN
Quantitative analysis of strain-sensor for myosin-VI

Mitsuhiro Iwaki (1), Atsuko Iwane (2), Tetsuya Shimokawa (2), Toshio Yanagida (2) ((/) Graduate School of Medicine, Osaka University: (2)
Graduate School of Frontier Biosciences, Osaka University)

A rVBHERATE—S—OTO M UEBEEE VO REY A IV EDOBBERF
Relationship between proton conductivity and the rate of torque-generation cycle of the proton-driven flagellar motor

Yong-Suk Che (1), Keiichi Namba (1), Tohru Minamino (2) ((/) Graduate School of Frontier Biosciences, Osaka University: (2) Graduate School of
Frontier Biosciences, Osaka University; PRESTO, JST)

HTEHPDOIF L U VDE—F — R AL —BEDHFFE
The mechanical properties of a single myosin V motor domain during gait motion

Keisuke Fujita (1), Mitsuhiro Iwaki (2), Atsuko Iwane (1), Masatoshi Morimatsu (1), Toshio Yanagida (1) ((/) Graduate School of Frontier
Bioscience, Osaka University: (2) Graduate School of Medicine, Osaka University)

PHA A=V T AT AERBVWCHIREA pH EXAEE— 4 —EEROREFEHA
Simultaneous measurement of intracellular pH and bacterial flagellar motor rotation using a high-resolution pH imaging system

Yusuke Morimoto (1), Nobunori Kami-lIke (1), Tohru Minamino (2), Keiichi Namba (1) ((1) Graduate School of Frontier Biosciences, Osaka
University; ICORP Dynamic NanoMachine P., JST: (2) Graduate School of Frontier Biosciences, Osaka University; ICORP Dynamic NanoMachine
P., JST; PRESTO, JST)

HOHRET 2+ %> EBOARIL
Visualization of self-regulated kinesin motility.

Atsuko Iwane (1), Tomonobu Watanabe (2), Toshio Yanagida (3) ((1) Laboratories for Nanobiology, Graduate School of Frontier Biosciences Osaka
University: (2) WPI immun. Fronti. Res. Center. Osaka University: (3) Laboratories for Nanobiology, Graduate School of Frontier Biosciences Osaka
University, WPI immun. Fronti. Res. Center. Osaka University)

TOFAD G146V ERIERFIA LV EOHEBEERAFONREZBET 2,
G146V mutation in actin inhibits force generation during interaction with skeletal myosin.

Taro Noguchi (1), Masatoshi Morimatsu (3), Kohji Ito (4), Atsuko Iwane (3), Toshio Yanagida (3), Taro Uyeda (2) ((1) Life and Environmental
Sciences, Univ. of Tsukuba; Research Institute for Cell Engineering, AIST: (2) Life and Environmental Sciences, Univ. of Tsukuba; Research Institute
for Cell Engineering, AIST: (3) Graduate School of Frontier Biosciences, Osaka University: (4) Dept.of Biology, Chiba University)

2mM ATP [C&1F 5 DNSO FT®O F1-ATPase DR 5 v 7i&H)
Stepping rotation of F1-ATPase at 2 mM ATP in the presence of DMSO (dimethylsulfoxide).
Kazuhiro Nishizuka (1), Shoiti Toyabe (1), Tetsuaki Okamoto (1), Eiro Muneyuki (1) ((1) Dept,Physics,Chuo Univ)

F1-ATPase ® B —H731=vy M(Y34TW)BEEADRI I LA F MEEDREKFHE
Temperature dependence of nucleotide binding to B -subunit of F1-ATPase revealed by fluorescence measurement.

Yusuke Naka (1), Eiro Muneyuki (1), Hidemitsu Osakabe (1), Tomoko Masaike (2) ((1) Dept. Physics, Chuo Univ.: (2) Dept. Physics, Gakushuin
Univ.)

V—Y—BEIC L DMK VO BONATRT 5D VEE)
Biased browninan motion of fibrous proteins under laser irradiation.

Chiharu Nagatomi (1), Shusuke Matsuura (2), Eiichi Imai (1), Hajime Honda (1) ((1) Dept of Bioengineering, Nagaoka University of Technology: (2)
Dept of Bioengineering, Yatsushiro National College of Technology)

TOFUTATAVIMDIAD OGRESIETOF > — I A2 —ADP-PIREETIEECZ 5
Cooperative binding of myosin to actin filaments occurs in the actin-myosin-ADP-Pi state

Ryo Toya (1), Rika Kurogi (2), Taro Q.P.Uyeda (3), Kiyotaka Tokuraku (1) ((1) miyakonojo national collage of technology: (2) University —of
Miyazaki: (3) National Institute of Advanced Industrial Science and technology)

ALY - TOFURICBIIB Ry F O BEODFEHAFEZaL—2a Y
Molecular dynamics simulation for the docking process of myosin against an actin filament
Tadashi Masuda (1) ((1) Tokyo Medical and Dental University)

F R VEROBROEAIABRCE TSRy oY > H—0DRE
Role of the neck linker on the preferential forward stepping of kinesin
Hiroshi Isojima (1), Teppei Mori (1), Michio Tomishige (1) ((1) The University of Tokyo)

— 0 F FRET EICK D EMICK D F 12 1 OEENHIHEEAE
Regulation of kinesin-1 motility by tail domain as studied by single molecule FRET
Takahiro Aoki (1), Takayuki Ariga (1), Michio Tomishige (1) ((1) tokyodaigakuinn: (2) Tokyodaigaku: (3) Tokyodaigaku)

Bt ATP 2 AW+ R 2 DESFER

Movement analysis of kinesin on microtubules using fluorescent ATP

Masashi Kondo (1), Makoto Tsunoda (1), Takashi Funatsu (2) ((1) Graduate School of Pharmaceutical Sciences, The University of Tokyo: (2)
Graduate School of Pharmaceutical Sciences, The University of Tokyo;, CNBI, The University of Tokyo; CREST, Japan Science and Technology
Agency)

FEPLEHIRE V B ATPase DIRANTENY 71 = v b (Ntpl) ORIBRLHESR
Expression and purification of the membrane subunit Ntpl of Enterococcus hirae V-ATPase

Misaki Yamamoto (1), Kenji Mizutani (2), Yoshimi Kakinuma (3), Ichiro Yamato (1), So Iwata (4), Takeshi Murata (5) ((1) Grad. Sch. Indus. Sci.
Tech., Tokyo Univ. Sci.: (2) Grad. Sch. Med., Kyoto Univ.: (3) Fac. Agri., Ehime Univ.: (4) Grad. Sch. Med., Kyoto Univ.; JST, ERATO, Iwata Project:
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(5) Fac. Sci., Chiba Univ.; Grad. Sch. Med., Kyoto Univ.; JST, ERATO, Iwata Project)

LIST [2& 3 dynein DEBFIED A H =X A
LIS1 regulates dynein motility in a dimerization-dependent manner

Takayuki Torisawa (1), Masami Yamada (2), Shinji Hirotsune (2), Yoko Toyoshima (1) (({) Dept Life Sciences, Graduate School of Arts and
Sciences, Univ. of Tokyo: (2) Dept Genetic Disease Research, Osaka City Univ. Graduate School of Medicine)

E—HIRICE T D RAEE—S —EERESH D REEHR
Simultaneous measurement of rotational movment of multiple flagellar motor in a single cell

Shun Terasawa (1), Hajime Fukuoka (2), Hiroto Takahashi (2), Yuichi Inoue (2), Akihiko Ishijima (2) ((1) Grad. Sch. Life Sci., Tohoku Univ.: (2)
IMRAM, Tohoku Univ.)

PFG-SE H-NMR [CX > THSMICLET I F KB RPOTO b VLHEFEHOEX : EE0FS
Accelerated proton diffusion coefficient in actin aqueous solutions revealed by pulse field gradient spin echo proton NMR: Effect of actin
polymerization

Takashi Sagawa (1), Makoto Suzuki (1), Tetsuichi Wazawa (2), Tsubasa Ogawa (1) ((1) School of Engineering, Tohoku University: (2) CREST, JST)

ZODERMFEMIRRRE R HMBRES A =V OERET IV
Kinetic model of cytoplasmic dynein with asymmetric roles of the leading and trailing heads
Hidemi Akiyama (1), Kazuo Sasaki (1) (/) Department of Applied Physics, Tohoku University)

FEBMAKICKDT O I AL D DKMEERADP 8 & AMP.PNP Bl LEE
Hydration analysis of actomyosin: comparison between ADP type and AMP-PNP type

Tatsuya Osada (1), Takashi Sagawa (1), Masahiro Hirose (1), Tetsuichi Wazawa (2), Makoto Suzuki (1) ((1) Graduate school of Engineering Tohoku
University: (2) CREST, JST)

REBENAEE—Y—BEEFS /80 MotA, MotP DRFSINAEWET I / BEREDOREH
Analysis of the conserved charged residues in flagellar stator proteins MotA and MotP of Bacillus subtilis.

Yuka Takahashi (1), Naoya Terahara (3), Yukiyo Koizumi (2), Masahiro Ito (1) (1) Graduate School of Life Sciences, Toyo University: (2) Faculty of
Life Sciences, Toyo University: (3) Bio-Nano Electronics Research Centre, Toyo University)

in vitro motility assay &} 2 H/NEDEITH R
The turning tendency of the microtubule driven by the axonemal dynein subspecies ¢
Yuji Shitaka (1), Kazuhiro Oiwa (1), Hiroaki Kojima (1) ((1) National Institute of Information and Communications Technology)

SADUBHBB NS v I IR T O F VIR Y ESREDREKEFN
Temperature dependence of sliding velocity of actin filaments along bipolar tracks of myosin filament.

Hiroyuki Okubo (1), Masanori Iwai (1), Takahiro Kobatake (1), Shigeru Chaen (1) ((1/) Department of Integrated Sciences in Physics and
Biology,College of Humanities and Sciences, Nihon University)

NAEE—Y —BREGEBORT Y7
Steps in fast flagellar rotation

Yoshiyuki Sowa (1), Richard Berry (2) ((1) Department of Frontier Bioscience, Hosei University; Department of Physics, University of Oxford: (2)
Department of Physics, University of Oxford)

BYBBEWEICTST7IFY - SALUVEREEROBHAIRIVF-5V RR -7
Free energy landscape of the interaction between actin and myosin underlying the sliding movement of the myosin head
AKkio Togashi (1), Takeshi N. Sasaki (2), Masaki Sasai (3), Tomoki P. Terada (3) ((1) Dept. of Computational Science and Engineering, Grad. Sch. of

Engineering, Nagoya Univ.: (2) Dept. of Library and Information Science, Faculty of Letters, Aichi Shukutoku Univ.: (3) Dept. of Applied Physics,
Grad. Sch. of Engineering, Nagoya Univ.)

VUARLPHRBEDOSEET A AASICLDHAR

Contraction process of Vorticella stalk measured by high-speed camera

Ruri Hidema (1), Zenji Yatabe (1), Chihiro Hashimoto (2), Noriko Tsuchiya (1), Masatoshi Tachibana (1), Bernard Pansu Robert (3), Hideharu Ushiki
(4) ((1) United Graduate School of Agricultural Science, Tokyo University of Agriculture and Technology.: (2) Department of Applied Chemistry and
Biotechnology, Nithama National College of Technology. : (3) PPSM, ENS de Cachan.: (4) Institute of Symbiotic Science and Technology, Tokyo
University of Agriculture and Technology.)

7 A—=/NEBICE TS REMROBEGET
Study of Temperature Effect on Amoeboid Locomotion by Motion Image Analysis
Masatoshi Yoshimura (1), Chihiro Hashimoto (2), Hideharu Ushiki (3) ((1) United Graduate School of Agricultural Science, TUAT.: (2) Department

of Applied Chemistry and Biotechnology, Nithama National College of Technology. : (3) Institute of Symbiotic Science and Technology, Tokyo
University of Agriculture and Technology.)

SEHEOBEEBHEZ AT — ABFRBROBE

Construction of game's relationship theory using five white-rot fungi

Tatsuaki Dohmitsu (1), Zenji Yatabe (2), Masatoshi Yoshimura (2), Chihiro Hashimoto (3), Hideharu Ushiki (4) ((1) Graduate School of Agriculture,
Tokyo University of Agriculture and Technology: (2) United Graduate School of Agricultural Science, Tokyo University of Agriculture and
Technology.: (3) Department of Applied Chemistry and Biotechnology, Nithama National College of Technology.: (4) Institute of Symbiotic Science
and Technology, Tokyo University of Agriculture and Technology.)

ZHEZE LR DB AR — RN O ELESE
Chemotactic response to a uniform stimulus in Dictyostelium cells undergoing cell shape change
Daisuke Taniguchi (1), Kunihiko Kaneko (2), Satoshi Sawai (2) ((1) toudaiinsougoubunka: (2) JST-ERATOkanekohukuzatsukeiseimei)
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MRREICHITHRAEMEOFH _REM (MSD) =B #FR
Backward transport on cell surface: analysis with mean square displacement method
Daisuke Nobezawa (1), Hidetake Miyata (1) ((1) Physics Department, tohoku University)

WERAET v OREIES >80 E FIK OBERFHE
Structural property of the bacterial flagellar hook length control protein FliK

Yuri Motomochi (1), Yumiko Saijo-Hamano (2), Mariko Nukada (3), Yukio Furukawa (2), Keiichi Namba (2), Tohru Minamino (4) ((1) Department
of Food Science and Nutrition, Doshisha Women's College of Liberal Arts : (2) Graduate School of Frontier Biosciences, Osaka University: (3) JST
ICORP : (4) Graduate School of Frontier Biosciences, Osaka University; JST, PRESTO)

HENAED Y ROBHER
In vitro reconstitution of the bacterial flagellar rod

Haruka Hotta (1), Takashi Fujii (2), Yumiko Saijo-Hamano (2), Keiichi Namba (2), Katsumi Imada (2) ((1) Dept. Food Science and Nutrition,
Doshisha Women's College of Liberal Arts: (2) Dept. Frontier Biosciences, Osaka Univ.)

154RIGIES /80 E Ras. RAF B 725 & MBAESEERE
Mutual molecular recognition of Ras and RAF for accurate signal transduction
Kayo Hibino (1), Yasushi Sako (1) ((1) RIKEN)

TORIAD DU TOBRMRICK S LRIEBHEROBIBLZOES
Mechanism of wound closure by constriction of the actomyosin ring and its significance
Shigenobu Yonemura (1), Mai Shibata (1) ((1) Riken Center for Developmental Biology)

HMBRMERE O EEHIERAIE TR S MEENIE S & Dk
Functional analysis of cellular migrational fluctuation under electrotaxis in Dictyostelium cells
Hiroaki Takagi (1), Masayuki Sato (2), Masahiro Ueda (2) ((1) Nara Medical University ; JST, CREST: (2) Osaka University ; JST, CREST)

ENANS 254 N D RIRE ICiKTF L /- a0 £ BN E
Cellular responses to cyclic stretch depending on velocity of the stretch

Takeomi Mizutani (1), Shin Onodera (2), Hisashi Haga (1), Kazushige Kawabata (1) ((1) Divisions of Biological Sciences, Graduate School of
Science, Hokkaido University: (2) Department of Sports Medicine and Joint Reconstruction Surgery, Graduate School of Medicine, Hokkaido
University)

HALBENEEANHBENICE T 554K DNA DHIEIERBOE=S Y

Monitoring intracellular diffusion and degradation of exogenous DNA using fluorescence correlation spectroscopy.
AKkira Sasaki (1), Masataka Kinjo (1) ((1) Labolatory of Molecular Cell Dynamics,Faculty of Advanced Life Science, Hokkaido University)

BEEEER Y Sl — e AV /CHRNE
Mechanics of a cell-sheet with periodic structures

Masahiro Tsuchiya (1), Yusuke Mizutani (1), Megumi Tadaki (1), Kouichi Kawahara (1), Takaharu Okajima (1) ((/) Graduate School of Information
Science and Technology, Hokkaido University)

V=T 4 2T ASCEITBHREMBEDT O F llRERIEKENLES A F I 0 X SREHI SPM £ BOVCHR
Dynamics of Microgranular Mechanical Architecture Regulated by Actin Cytoskeleton in Leading Lamella: A Study Using High-Speed Live-
Cell SPM

Kazushi Tamura (1), Takeomi Mizutani (1), Hisashi Haga (1), Kazushige Kawabata (1) ((1) Division of Biological Sciences, Graduate School of
Science, Hokkaido University)

TOSIWEGERECLIYBONE BABEFBETICEITSMBREERY T — 0 OFRE—LERAH
Heterogeneous deformation of cytoskeletal network under external stretch processed by digital image correlation method

Kenichi Doi (1), Takeomi Mizutani (1), Yasuyuki Morita (2), Masakazu Uchino (3), Mitsugu Todo (2), Hisashi Haga (1), Kazushige Kawabata (1) ((/)
Division of Biological Sciences, Graduate School of Science, Hokkaido University: (2) Research Institute for Applied Mechanics, Kyusyu University:
(3) Fukuoka Industrial Technology Center)

MEFIRICH T SHMBOELEE MRS 2 YA VU LOBBMBREEZLIET S LETHATS
Effect on cellular stiffness response to external stretch by memorizing more than 2 cycles of stretch in a myoblast

Kenji Takemoto (1), Waka Mitsui (2), Kazushi Tamura (1), Takeomi Mizutani (1), Hisashi Haga (1), Kazushige Kawabata (1) ((1) Division of
Biological Sciences, Graduate School of Science, Hokkaido University: (2) Faculty of Science, Hokkaido University)

IgE REGREEAD Lyn +F—FEOHHU ZI)IV— b : 2 BRAKEL 1 P FEHECLSHR
Dynamic recruitment of Lyn kinase to IgE receptor cluster: Dual color single-molecule tracking study

Koichiro M. Hirosawa (1), Kenichi G. N. Suzuki (2), Takahiro K. Fujiwara (1), Yahara Miyako (1), Akihiro Kusumi (1) ((1) Membrane Mechanisms
Project, ICORP-JST; Institute for Integrated Cell-Material Sciences (iCeMS), Kyoto University: (2) PREST-JST)

Na ERBIBRAEE—F —DCU V& BEREBEROHA
ATTEMPT TO PURIFY THE HOOK-BASAL BODY WITH C-RING FROM THE Na*-DRIVEN FLAGELLAR MOTOR
Masafumi Koike (1), Seiji Kojima (1), Michio Homma (1) ((1) Division of Biological Science, Graduate school of science, Nagoya Univ.)

HREBBRETINERAVCHRBRICL S BBEES /NI EDOEE

Force-dependent assembly of adhesion-related proteins in an in vitro model of adhesive structures

Daisuke Kiyoshima (1), Hiroaki Hirata (1), Hitoshi Tatsumi (1), Masahiro Sokabe (3) ((/) Nagoya University Graduate School of Medicine: (2)
National Institute for Physiological Science;SORST, Cell Mechanosensing Project, Japan Science and Technology Agency: (3) Nagoya University
Graduate School of Medicine;SORST, Cell Mechanosensing Project, Japan Science and Technology Agency)

EZUABRRAEE—F— 32 KR—% > bD FCS EHRICHIT /= FIF D XKEFRIR L BFH
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Overproduction and purification of Vibrio FIiF for studying interactions between flagellar rotor proteins by FCS analysis

Ryo Ogawa (1), Rei Yoshizumi (1), Seiji Kojima (1), Michio Homma (1) (() Division of Biological Science, Graduate School of Science, Nagoya
University)

RAEE—Y—BEEFDOESICETS FIiG D CRIHFEZEDIRE

Role of the conserved charged residues in the C-terminal domain of FliG on the flagellar stator assembly in Vibrio

Natsumi Nonoyama (1), Seiji Kojima (1), Michio Homma (1) ((1) Division of Biological Science, Graduate School of Science, Nagoya University)

YHEMEMME Salinibacter ruber DEFEIERRART
Phototactic behavior of the extremely halophilic eubacterium Salinibacter ruber
Tomomi Kitajima (1), Yuki Sudo (1), Michio Homma (1) ((1) Division of Biological Science, Graduate School of Science, Nagoya University)

1 9FHMERWNC, UAY REBETTOEGF ZRMEGEI SRS ) 2 TEEORN
Clustering of Epidermal Growth Factor Receptor without Ligand Binding Analyzed by Single-Molecule Techniques
Michio Hiroshima (1), Kayo Hibino (1), Yasushi Sako (1) ((1) RIKEN)

SN EO B EBEFRBRNPSRS EbB > I FIVEERY hT—4
Understanding of ErbB signaling network by diffusion and interaction analysis of proteins in living cells
Changi Back (1), Yuko Saeki (1), Yasushi Sako (1), Mariko Hatakeyama (1) ((/) RIKEN)

BT S b A MBI RHBERBOI (1 FIOR
Protrusion and retraction dynamics in non-polarized fish epidermal keratocytes
Hiromi Miyoshi (1), Taiji Adachi (1) (1) RIKEN VCAD System Research Program)

2Xalb— a3 EBERRICEITSERKZEY Y EB{EOREZE M
Numerical analysis and reconstitution of the dual-phosphorylation of ERK
Masahiro Takahashi (1), Toshio Yanagida (2), Yasushi Sako (1) (1) RIKEN: (2) Graduate School of Frontier Biosciences, Osaka University)

NAFY—=T 70452 bOTEMIEMHEAEBRSEETIY RY —AICKDBGFEAICKRITTHE
Composition of unsaturated fatty acids in biosurfactants affects efficiency of gene transfection mediated by cationic liposomes

Yoshikazu Inoh (1), Tadahide Furuno (1), Naohide Hirashima (2), Dai Kitamoto (3), Mamoru Nakanishi (1) ((1) School of Pharmacy, Aichi Gakuin
University: (2) Graduate School of Pharmaceutical Sciences, Nagoya City University: (3) National Institute of Advanced Industrial Science and
technology)

Bk NMR [CL BB TF K LFampinB OMME R & OEEER BB CBT HFR
Dynamics and interaction of bovine lactoferrampin with mimetic bacterial membrane as studied by solid-state NMR

Atsushi Tsutsumi (1), Atsushi Kira (2), Masako Umeyama (1), Izuru Kwamura (1), Akira Naito (1) ((1) Graduated School of Engeneering, Yokohama
National University: (2) Ulvac, Inc.)

El{& NMR & QCM IC& % Mristoylated Alanine_Rich C Kinase Substrate & Phosphoinositides & DEE #ERfEHT

Interaction of Myristoylated Alanine-Rich C Kinase Substrate with Phosphoinositides in Phospholipid Membrenes as studied by QCM and
solid-state NMR

Atsushi Nakamura (1), Atsushi Kira (2), Emiko Yamauchi (3), Izuru Kawamura (1), Akira Naito (1) ((1/) Graduate School of Engineering, Yokohama
National University : (2) Graduate School of Engineering, Yokohama National University ; ULVAC, Inc.: (3) Eisai, Inc.)

3C NMRICKBAEFA RRTFRIA /T 4 &k —ZBREMBBNE 2 )V — T OEEERER
Interaction of opioid peptide dynorphin with extracellular loop 2 of k -opioid receptor as studied by *C NMR

Yoshiyuki Sasaki (1), Takenori Miyamori (1), Akira Naitou (1), Izuru Kawamura (1), Atsushi Kira (2) ((1) Graduated School of Yokohama National
University: (2) ULVAC, Inc.)

BFREIEZ AOVRBRERREEROE FEEABIEERIEEE T 2 EDORN
Electron diffraction study on the effect of transdermal absorption promoters on the lipid packing in human skin stratum corneum
Yoshinao Ban (1), Hiromitsu Nakazawa (1), Satoru Kato (1) ((1) Kwansei Gakuin University)

RRZ7F2NAY/ATA-APERBE—ERYRY — AOHBEGHEEE
Phase transition behavior of a single giant unilamellar vesicle composed of phosphatidylcholine and cholesterol analogue
Masao Ihara (1), Satoru Kato (1) ((1) Kwansei Gakuin University)

FERERICLDIEE/AV AT O-VELKRENS LAV —ICB1F 59 FRAEERDRER
Study on molecular interaction in lipid/cholesterol-analogue mixed bilayers by the neutral floatation method

Tsubasa Miyoshi (1), Satoru Kato (1), Masanao Kinoshita (1), Tatsuma Nakano (1) (() Department of Physics, Graduate School of Science and
Technology, Kwansei Gakuin University)

KFRETENTZRADVAVEBELEDSIVR MMV AR 7F2IAUY - NOTUAORT L VEEEKED IRRAS ##iR
IRRAS Analysis on Composite Film of Dimyristoyl-Phosphatidylcoline and Bacteriorhodopsin on hydrogenated amorphous silicon film

Yutaka Tsujiuchi (1), Hiroshi Masumoto (2), Takashi Goto (3) ((1) Dept of Material Sci & Eng, Akita Univ: (2) Center for Interdisciplinary Research,
Tohoku Univ: (3) Institute for Materials Research, Tohoku Univ)

KEETENT 7RV AVEREOBEHS —< ) 2 - SHRBHES FREER
Composite film of simple coumarin and membrane constituent molecule on hydrogenated amorphous silicon film

Ryogo Ito (1), Hiroshi Masumoto (2), Takashi Goto (3), Yutaka Tsujiuchi (1) ((1) Dept of Material Sci&Eng, Akita Univ: (2) Center for
Interdisciplinary Research, Tohoku Univ: (3) Institute for Materials Research, Tohoku Univ)
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Detergent assisted formation of substrate supported phospholipid membranes

Kenichi Morigaki (1), Shigeki Kimura (1), Takehiko Inaba (1), Takashi Okazaki (1), Takashi Kawasaki (1), Hiromasa Imaishi (2) ((/) National
Insitute of Advanced Industrial Science and Technology: (2) Research Center for Environmental Genomics, Kobe University)

BCHEEEICHE T 2B DR ZE R FI1H
Spatio-temporal regulation of transcriptional pulses during self-organization in Dictyostelium

Noritaka Masaki (1), Satoshi Sawai (2) ((1) JST-ERATO Complex Systems Biology: (2) Graduate School of Arts andSciences, University of Tokyo;
JST-ERATO Comlex Systems Biology)

Functionally rotating mechanism of a multidrug transporter studied by coarse-grained simulation
Xin-Qiu Yao (1), Hiroo Kenzaki (1), Shoji Takada (1) (() Kyoto University, Department of Biophysics: (2) CREST, Japan Science and Technology
Corporation)

GUNRVBEILL>THEENDBEHES A FI /R ARSI FIalb—2ary
Membrane morphology dynamics induced by proteins: Coarse-grained molecular simulations

Shinji Fujiwara (1), Hiroo Kenzaki (1), Shoji Takada (2) ((1) Dept of Biophysics, Grad School of Science Kyoto University: (2) Dept of Biophysics,
Grad School of Science Kyoto University; CREST JST)

FIVFZURTFRICLDEE_EROER
Membrane deformation by arginine-rich peptide

Shuhei Kawamoto (1), Masako Takasu (2), Hidemi Nagao (1), Shiroh Futaki (3) ((1) Department of Computational Science, Faculty of Science,
Kanazawa University: (2) Tokyo University of Pharmacy and Life Science: (3) Biofunctional Design Chemistry, Institute for Chemical Research, Kyoto
University)

IEAOATF VAL FOFET S GUV DBRODAHZXA
The mechanism of the epigallocatechin gallate-induced burst of giant unilamellar vesicles

Yukihiro Tamba (1), Shinya Ohba (2), Victor Levadny (3), Masahito Yamazaki (2) (({) Shizuoka University; Suzuka National College of Technology:
(2) Shizuoka University: (3) Russian Academy of Sciences; Shizuoka University)

I-BAR KA A VDBEERFIAFTIVOR
Molecular Dynamics of the Membrane Binding by I-BAR Domain

Kazuhiro Takemura (1), Shiro Suetsugu (2), Akio Kitao (3) (({/) IMCB, Univ. of Tokyo;IMS: (2) IMCB, Univ of Tokyo;PRESTO, JST: (3) IMCB,
Univ of Tokyo;CREST, JST)

TENERLID ST URIKEE KesA h U U AF v RIVADA F > EKRD S
Steady state distribution of ion and water in the open structure of KcsA potassium channel evaluated by the streaming potential
Masayuki Iwamoto (1), Hirofumi Shimizu (1), Shigetoshi Oiki (1) ((1) Div. Molec. Physiol. Biophys., Univ. Fukui Fac. Med. Sci.)

<R MARICEF B R b T EEIE Ca 7+ &)V Orai DHEEERIT
Function analysis of store operated Ca channel Orai in mast cells

Naohide Hirashima (1), Miho Ikeya (1), Hirofumi Konishi (1), Satoshi Tadokoro (1) ((1) Graduate School of Pharmaceutical Sciences, Nagoya City
University)

INBICH T BFKBEE & TRIVF —EEBEDBR

Action potential frequency and energy production capability are correlated in the cerebellar neuron.
Takeshi Kanda (1), Hajime Hirase (1) ((/) RIKEN Brain Science Institute)

IIWVI I VB VRAR—F—ICLDBREBYERIEDHERB Y X AREROHH
Roles of glutamate transport systems in feeding rhythm generation of pond snails
Dai Hatakeyama (1), Koichi Mita (1), Suguru Kobayashi (1), Hisayo Sadamoto (1), Etsuro Ito (1) ((1) Tokushima Bunri University)

A MVRBIVES DR FTRICRIZTEHEHR
Rapid morphological changes of postsynapses induced by stress hormone in rat hippocampus

Yoshimasa Komatsuzaki (1), Masatoshi Kasuya (2), Yasushi Hojo (2), Suguru Kawato (2) ((1) Nihon Univ; Univ of Tokyo: (2) Univ of Tokyo; JST
Bioinformatics)

RIEHEIRGR(CHITEMT 5 P2Y 28K
Induction of P2Y receptors in the spinal cord following peripheral nerve injury.
Kimiko Kobayashi (1), Hiroki Yamanaka (1), Koichi Noguchi (1) ((1) Department of Anatomy and Neuroscience, Hyogo College of Medicine)

AT EHEFHEAER T TRICETS Mgz EA T Ca?* 7Y —BRPTOEEHHICK S ARMESEEEARKOTERT Ca>*F v
FNEBLTOIF TRETREAND MgZEBETH S

Accumulation of Mg®* in the frog motor nerve terminals through N-type Ca** channels causes stimulation-induced enhancement of MEPP
frequency under Ca**-free Mg**-containing condition

Naoya Suzuki (1) ((1) Nagoya University, School of Science, Department of Physics)

FAH CIREPIRICE TS FMRFamide B3fE— 21— 0O > D&E|
The role of FMRFamidergic neurons in the olfactory center of Limax

Mariko Hattori (1), Suguru Kobayashi (1), Ryota Matsuo (1), Etsuro Ito (1) ((/) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri
University)

BERS A ZEA CAl BORBKENLET 4 — 74U — FIHEHED VSD SFHAEICL SR
Layer dependent recruitment of feed-forward inhibition revealed by fast VSD-imaging in area CA1 of rat hippocampal slice preparation

Yoko Tominaga (1), Takashi Tominaga (2) ((1) Kagawa School of Pharmaceutical Sciences, Tokushima Bunri University: (2) Kagawa School of
Pharmaceutical Sciences, Tokushima Bunri University; RIKEN BSI)
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ANFARTAVRIVRBED CA1 fEEICE VT AMPA FIHIC X 5 Ca* 552 2 HMICRET S
Croticosterone rapidly modulates AMPA receptor-driven Ca** signals in mouse hippocampal CA1 region.

AKkiyoshi Suzuki (1), Wakako Sawada (1), Yoshimasa Komatsuzaki (2), Suguru Kawato (3), Minoru Saito (1) ((1) Graduated School of Integrated
Basic Sciences: (2) College of Sience and Technology, Nihon University: (3) Graduate School of Arts and Sciences, University of Tokyo)

Ft/ UARCLBRMEERREEHERRAOBEUEENFIZNR
The effect of Xenon gas inhibition of electrical activities of cortical cultured neuronal networks

Shotaro Suzuki (1), Tsutomu Uchida (1), Masafumi Nagayama (1), Kazutoshi Gohara (1) ((/) Division of Applied Physics, Graduate School of
Engineering, Hokkaido University, Japan)

REM/ A X FHDOHERBET VOV ARHITHT 2 EE
The response of neuron models with intrinsic noise to pulse train inputs
Takanobu Yamanobe (1) ((1) Dept. Physiology, Graduate School of Medicine, Hokkaido Univ)

AFOFEERERICE T S EHERRPRICH T 5 A RKFH TR
Directional-dependent plasticity induced by successive air-current stimuli in the cricket cercal sensory system

Hiroto Ogawa (1), Momoko Oe (2), Kotaro Oka (3) ((1) Dept. Biol. Sci., Fac. Sci., Hokkaido Univ.: (2) Dept. Biol. Sci., Sch. Sci., Hokkaido Univ.: (3)
Dept. Bioscience and Informatics, Fac. Sci. and Tech., Keio Univ.)

NETNVF D THBEBETICRET 2MFHENE= 12— OV OERERFIMEE
Physiological distinction of inhibitory interneurons located underneath Purkinje cell layer of mouse cerebellum

Moritoshi Hirono (1), Masahisa Yamada (1), Kunihiko Obata (2) ((1) RIKEN Brain Science Institute, Yamada Research Unit: (2) RIKEN Brain
Science Institute, Obata Research Unit)

FRRE <O ADHITIREDRZR

New index for a behavioral differentiation across psychomotor stimulants

Hiroto Shoji (1), Yasuhito Nakatomi (5), Chihiro Yokoyama (3), Daiki Masaki (4), Kenji Fukui (4), Kazumitsu Hanai (6) (({) Kyoto Prefectural
University of Medicine: (2) RESTO JST: (3) Functional Probe Research Lab, RIKEN Frontier Research System: (4) Dept Life-science, Kyoto
Prefectural Univ of Medicine : (5) Dept Psychiatry, Graduate School of Medical Science, Kyoto Prefectural Univ of Medicine: (6) Dept Physics,
Graduate School of Medical Science, Kyoto Prefectural Univ of Medicine)

A—-AyNE/ T SHADPREHERTR ONDBE RS OMHEERE
The neuronal substrates of predator induced stress on the shadow response in Lymnaea
Hiroshi Sunada (1), Manabu Sakakibara (1), Tetsuro Horikoshi (1) ((1) Graduate School of Bioscience, Tokai University)

BESMIEREICH T2 @ER NO SRBRORE
Gene Expression of Neuronal Nitric Oxide Synthease in the mollusk, Lymnaea stagnalis
Hisayo Sadamoto (1), Etsuro Ito (1) ((1) Tokushima Bunri University)

ZYOROBEEREREMAFFRZEICEIIZ=aF 7 EFILAY U ZREOES
Contribution of nicotinic acetylcholine receptor to the classical eyeblink conditioning in aged mice
Takashi Kubota (1), Yutaka Kirino (1) ((1) Tokushima Bunri University)

KISERIRRZ AV salinarum /OO0 K72 > OBEERBER
Functional Reconstitution of salinarum Halorhodopsin Expressed in Escherichia coli
Yasutaka Yamashita (1), Takashi Kikukawa (1), Kamiya Masakatsu (2), Tomoyasu Aizawa (2), Keiichi Kawano (1), Naoki Kamo (3), Makoto

Demura (2) ((I) Graduate School of Science, Hokkaido University: (2) Graduate School of Life Science, Hokkaido University: (3) College of
Pharmaceutical Science, Matsuyama University)

HBSTUANEICELD T 7 5FZRT+RO RT U NPEGEORE
Photointermediates of Natronomonas pharaonis phoborhodopsin revealed by resonance Raman spectroscopy

Masashi Unno (1), Yusuke Tateishi (1), Yutaka Nakao (2), Jun Tamogami (2), Naoki Kamo (3) ((1) Department of Chemistry and Applied Chemistry,
Saga University: (2) Faculty of Advanced Life Sciences, Hokkaido University: (3) College of Pharmaceutical Sciences, Matsuyama University)

77 5AZRTARART SV ORRIEY A ZIVICHT S pH OFE

pH effect on the photoreaction cycle of pharaonis phoborhodopsin

Gang Dai (1), Kanako Yamagami (2), Yoichi Ikeda (3), Jun Tamogami (4), Naoki Kamo (5), Tatsuo Iwasa (6) ((1) Division of Engineering for
Composite Functions, Muroran institute of technology: (2) Department of Materials Science and Engineering, Muroran Institute of Technology: (3)
Graduate School of Pharmaceutical Sciences, Hokkaido University: (4) Faculty of Advanced Life Science, Hokkaido University: (5) College of
Pharmaceutical Science, Matsuyama Universit: (6) Division of Engineering for Composite Functions;, Department of Materials Science and
Engineering, Muroran Institute of Technology )

Halobacterium salinarum BRD 7 # KA R T2 (B U—ORTI V) OfEERIEYA2IETO N BEH

The photochemical reaction cycle and photo-induced proton transfer of phoborhodopsin from Halobacterium salinarum (sensory rhodopsin II)
Jun Tamogami (1), Yoichi Ikeda (2), Ayaka Takemura (2), Takashi Kikukawa (1), Makoto Demura (1), Naoki Kamo (3) ((/) Faculty of Advanced
Life Science, Hokkaido University: (2) Graduate School of Pharmaceutical Sciences, Hokkaido University: (3) College of Pharmaceutical Sciences,
Matsuyama University)

77 3AZZNAARTL 0 Cr@EEBIcE13 5 Asp252 Di&E

Role of Asp252 in chloride transport by pharaonis halorhodopsin

Takashi Kikukawa (1), Seiji Miyauchi (2), Hiroaki Ichio (3), Taku Kitagawa (3), Makoto Demura (3), Naoki Kamo (4) ((1) Graduate School of
Science, Hokkaido Univ: (2) College of Pharmaceutical Sciences, Matsuyama Univ: (3) Graduate School of Life Science, Hokkaido Univ: (4) College
of Pharmaceutical Sciences, Matsuyama Univ; Graduate School of Life Science, Hokkaido Univ)
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FMN #2888t 4 ORI B ILOV DRI
Photoreaction of iLOV, an FMN-binding fluorescence protein.

Naoki Hozumi (1), Tatsuya Iwata (1), Kenichi Hitomi (2), Elizabeth D. Getzoff (2), John M. Christie (3), Hideki Kandori (1) ((1) Nagoya Institute of
Technology: (2) The Scripps Research Institute; (3) The Scripps Research Institute; University of Glasgow)

(6-4) FEEERICL S DNA EE DRI SFERA
Direct observation of enzymatic (6-4) photoproduct conversion by FTIR spectroscopy

Yu Zhang (1), Tatsuya Iwata (1), Junpei Yamamoto (2), Kenichi Hitomi (3), Shigenori Iwai (2), Takeshi Todo (4), Elizabeth D Getzoff (3), Hideki
Kandori (1) ((1) Nagoya Institute of Technology: (2) Graduate School of Engineering Science, Osaka University: (3) Department of Molecular Biology
and The Skaggs Institute for Chemical Biology, The Scripps Research Institute, USA: (4) Graduate School of Medicine, Osaka University)

253D BLUF RAA 2. AppA & PAC OFR DS BET
FTIR study of two BLUF domains, AppA and PAC

Tatsuya Iwata (1), Akihide Watanabe (1), Mineo Iseki (2), Masakatsu Watanabe (2), Hideki Kandori (1) ((1) Department of Frontier Materials,
Nagoya Institute of Technology: (2) School of Advanced Sciences, The Graduate University for Advanced Studies)

NIFUFARTS 2 ENORRTOUERB LTS KBRADLEEREES
Comparative physiologiy between bR and hR expressing Escherichia coli
Kunio Ihara (1) ((1) Nagoya University)

WEDA LY -SRI & SV RFa—H—Hul DESHROME
The properties of eubacterial sensory rhodopsin I in the complex with its cognate transducer protein

Hiroki Irieda (1), Akiko Okada (1), Daisuke Suzuki (1), Yuji Furutani (2), Akira Kawanabe (2), Michio Homma (1), Hideki Kandori (2), Yuki Sudo
(3) ((1) Division of Biological Science, Graduate School of Science, Nagoya University: (2) Department of Frontier Materials, Nagoya Institute of
Technology: (3) Division of Biological Science, Graduate School of Science, Nagoya University; PRESTO, JST)

KoY —4 /08 AnPixd DU hZILEFADRE
Adsorption of light-sensor protein AnPixJ to the silica nanoporous materials

Yusuke Tomita (1), Syun Aoki (1), Tomoyasu Noji (1), Chihiro Kamidaki (1), Tatsuya Uzumaki (1), Tetsurou Jin (2), Rei Narikawa (3), Masahiko
Ikeuchi (3), Shigeru Itoh (1) (() Nagoya university: (2) Research Institute for Innovation in Sustainable Chemistry, National Institute of Advanced
Industrial Science and Technology (AIST): (3) Department of Life Science (Biology), Graduate School of Art And Sciences, University of Tokyo)

a0 RTL DRI
Crystallization of octopus rhodopsin

Jin Zhang (1), Soun Kanada (1), Motoyuki Tsuda (2), Tatsuo Iwasa (3), Midori Murakami (1), Tsutomu Kouyama (1) ((/) Nagoya University,
Graduate School of Science: (2) Tokushima Bunri University, Kagawa School of Pharmaceutical Sciences: (3) Muroran Institute of Technology)

Natronomonas pharaonis FIREERENESR A A >R F/AO 0 R 7L > O#E RE &R
Crystallographic studies of the light-driven chloride pump halorhodopsin from Natronomonas pharaonis

Soun Kanada (1), Yu Takeguchi (1), Midori Murakami (1), Kunio Thara (2), Tsutomu Kouyama (1) ((/) Nagoya University, Graduate School of
Science: (2) Nagoyauniversity, Center for Gene Research)

WEEHETIVICBT2ZREBET L A ICK HHEMHIEEEED T
Assessment of neuronal function in retinal degeneration models by using Multi-electrode array system
Kohei Homma (1), Zi-Bing Jin (1), Michiko Mandai (1), Masayo Takahashi (1) ((1) RIKEN Center for Developmental Biology)

MD BT MO #tE (2L % PYP OMAFRBUEDIRF L X)L iEiE
The atomic-level structure of the M intermediate of photoactive yellow protein as explored by MD and MO calculations
Toshifumi Nozawa (1), Minoru Sakurai (1) (1) Tokyo Institute of Technology)

FEIREER U BAREED LOV2-Ser/Thr ¥ F—tE Ry F U ETFIICHTEIMD > Zalb—2 3>
Molecular dynamics simulation for LOV2 - Ser/Thr kinase docking models in the dark and light states

Hideyuki Takeda (1), Kohta Nakano (1), Kazunori Zikihara (2), Satoru Tokutomi (2), Minoru Sakurai (2) ((1) Center for Biol. Res. Info., Tokyo Inst.
Tech: (2) Department of Biological Science, Osaka Prefecture University)

FALER | ORXEBEREHOORMIZIREEICRE T S ERIAR
Theoretical Study of Excited States of Photosynthetic Reaction Center in Photosystem II: Structure and Interaction

Yuya Kitagawa (1), Jun-Ya Hasegawa (1), Matsuda Kenji (1) ((1) Dept. of Synthetic Chemistry and Biological Chemistry, Graduate School of
Engineering, Kyoto Univ.)

HEBHEONITVF o007 4 VR FADFERAEAHEAEDFZ
Development of Introduction of Unnatural Groups into Bacteriochlorophyll Molecules in Photosynthetic Bacteria
Yoshitaka Saga (1), Risato Nishimori (1), Takashi Yoshioka (1) ((1) Kinki University)

RESAI—BAEGHBRIEFLDT 7 4 ZT 4 BEREDHZNNEE
Spectroscopic characterization of the His-tagged homodimeric photosynthetic reaction center

Chihiro Azai (1), Toru Kondo (2), Jiro Harada (3), Shigeru Itoh (2), Hirozo Oh-Oka (1) ((1) Department of Biological Science, Graduate School of
Science, Osaka University: (2) Division of Material Science (Physics), Graduate School of Science, Nagoya University: (3) Faculty of Sciences and
Engineering, Department of Bioscience and Biotechnology, Ritsumeikan University; Present, Department of Medical Biochemistry, School of
Medicine, Kurume University)

2007 4 MAHEEGRREEOERENR
Theoretical analysis of the side group rotamers of chlorophyll
Hideki Yamasaki (1), Yu Takano (1), Haruki Nakamura (1) ((1) Institute for protein research, Osaka university)



3P-225
3TP2-01

3P-226

3pP-227

3P-228

3P-229

3P-230

3P-231

3P-232

3P-233

3P-234

3P-235

3P-236

3pP-237

3P-238

3P-239

3P-240
3TP1-04

SREER L IEAEHEE RSP ODOFRNNNHAR
FTIR study of metal-replaced bacterial photosynthetic reaction center.

Akihide Watanabe (1), Tastuya Iwata (1), Mark L Paddock (2), Melvin Y Okamura (2), Hideki Kandori (1) ((1) Department of Frontier Materials,
Nagoya Institute of Technology: (2) Department of Physics, University of California, San Diego.)

EERFHIEERICEIT D EF— 7@
Motif Analysis of Transcription Factors in Regulatory Region
Tmoaki Sakai (1), Satoshi Fujii (1), Akinori Sarai (1) ((1) Kyusyu Institute of technology)

RER =T o HICBIT DA MRT OERIBEREZFIA LABRIIEHR7 IV T XLADRFR
Development of resequcencing algorithm for next generation sequencer based on mate-pair distance

Naoaki Ono (1), Shingo Suzuki (1), Chikara Furusawa (2), Hiroshi Shimizu (1), Tetsuya Yomo (3) (({) Dept. Bioinfor. Eng., IST, Osaka Univ.: (2)
Dept. Bioinfor. Eng., IST, Osaka Univ.; ERATO, JST : (3) Dept. Bioinfor. Eng., IST, Osaka Univ.; ERATO, JST; Grad. School Frontier Biosci., Osaka
Univ.)

fe2EiELR 7045 S5 A KCOMBU DRF%
KCOMBU : a program for matching of chemical structures
Takeshi Kawabata (1) ((1) Nara Institute of Science and Technology)

HEZEAEDESHBET —FICEDWEE Y Y ROBESE
Structural classification of binding ligands using homologous protein-ligand complex structures
Yusuke Miyata (1), Takeshi Kawabata (1) (1) NARA Institute of Science and Technology)

MBFHEEOBINICL IR VNI ED RO D —FRIEDORR
Development of the Prediction Method of Membrane Protein Topology

Toshiyuki Tsuji (1), Shigeki Mitaku (1) ((1) Department of Applied Physics Graduate School of Engineering Nagoya University: (2) Department of
Applied Physics Graduate School of Engineering Nagoya University)

GONRIERDOWSEQRELRBREFUTS7=DDOHRA T v I R(AUF A T v I R)

Novel index (AUF index) for predicting dynamical fluctuation of polypeptide segments in proteins

Naoyuki Asakawa (1), Noriyuki Sakiyama (2), Reiko Teshima (3), Shigeki Mitaku (1) ((1) Graduate School of Engineering, Nagoya University: (2)
Graduate School of Engineering, Nagoya University; Venture Business Laboratory, Nagoya University: (3) National Institute of Health Sciences)

Motion Tree i&IC & 5 BB EDREEBHIEELELDER
Dissection of hierarchical conformational changes in proteins with the Motion Tree

Ryotaro Koike (1), Motonori Ota (2), Akinori Kidera (3) ((1) Graduate School of Information Science Nagoya University; BIRD JST: (2) Graduate
School of Information Science Nagoya University: (3) Yokohama City University Graduate School of Nanobioscience; RIKEN Computational Science
Research Program)

RNA-% > /RO BHREFERDOHZRD, kink-turn motif ICEHIFSBEBEREFEICKDREE
Identification of co-variation between RNA and protein in a kink-turn RNP motif

Aya Kitamura (1), Hirohide Saito (2), Eric Westhof (3), Tan Inoue (2) ((I) ICORP, Japan Science and Technology Corporation (JST): (2)
Department of Gene Mechanisms, Graduate School of Biostudies, Kyoto University: (3) Institut de Biologie Moléculaire et Cellulaire, CNRS)

RIEES /O BOREE(LANFE | EVIERENER
Functional and Evolutionary Characteristics of Disordered Proteins: Species-Specific Analyses

He Huang (1), Akinori Sarai (1) ((1) Dept Life Bioscience and Bioinformatics, Computer Science and Systems Engineering, Kyushu Institute of
Technology)

MFEEERENALEA DV TIVI VYT ) ADEA D= X LDRER
Exploration of the evolutionally mechanism of the influenza virus genome using the three-dimensional structure information

Shingo Yamamoto (1), Tomonori Suzuki (2), Satoru Miyazaki (1) ((1) Graduate School of Pharmaceutical Sciences, Tokyo University of Science: (2)
Fac. of Pharmaceutical Sciences, Tokyo University of Science)

A SUBTLE MODEL OF AMYLOID’ S ROLE IN DISEASE BASED ON FIBRIL FRACTURE

Damien Hall (1), Herman Edskes (2) ((1) Institute of Basic Medical Science University of Tsukuba. Lab 225-B, Building D. 1-1-1 Tennodai, Tsukuba-
shi, Ibaraki-ken, 305-8577. Japan. : (2) Laboratory of Biochemistry and Genetics, National Institute of Diabetes Digestive and Kidney Diseases,
National Institutes of Health Bethesda, Lab 226, Bld 8. MD 20892-0830, USA. )

BREEAPESEEERCKET 5 26BBRICE TS/ 45—
Pattern formation in a couple of dendritic paths correlated with a history of signal propagation
Ikuko Motoike (1) ((1) PRSTO JST, iCeMS Kyoto Univ.)

Quantifying the Local Transition Heterogeneity of Multiscale Complex Networks Reconstructed from Single-Molecule Time

Series
Chun Biu Li (1) ((1) Research Institute for Electronic Science, Hokkaido University); JST/CREST)

RFUSOT 4 YOUMRPERALCFERIGICRIFTHE
Effect of molecular crowding on in vivo macromolecular reactions

Kenta Yashima (1), Noriko Hiroi (2), Akira Funahashi (2), Kotaro Oka (2) ((1) Keio university Advanced Research Centers: (2) Keio university
Department of Biosciences and Informatics)

BEMMEERADOT 1 —TBEICREFSN S HMBRESDOEE
Locomotive history of Physarum plasmodium recorded in its tubular structure
Tomohiro Shirakawa (1), Yukio-Pegio Gunji (2), Yoshihiro Miyake (1) ((1) Department of Computational Intelligence and Systems Science,
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Interdisplinary Graduate School of Science and Engineering, Tokyo Institute of Technology: (2) Department of Earth and Planetary Sciences,
Graduate School of Science, Tokyo Institute of Technology )

Akt BEROO—/SR 7 1 IV ZHHEICK D EGF ZBRETROY VB & FIVEE DR
Decoupling of receptor and downstream phosphorylation in Akt pathway by its low-pass filter characteristics

Yu Toyoshima (1), Kazuhiro Fujita (2), Shinsuke Uda (1), Yu-Ichi Ozaki (1), Hiroyuki Kubota (1), Shinya Kuroda (1) ((1) Department of Biophysics
and Biochemistry, Graduate School of Science, University of Tokyo: (2) Department of Computational Biology, Graduate School of Frontier Sciences,
University of Tokyo)

NS T 70— (BT 50 KE:EE DR
Experimental analysis of bacterial collective motion during colony development
Haruka Sugiura (1), Masaki Sano (1) (1) Graduate School of Science, University of Tokyo)

T/ T7IHADERZ 2 —AVICROSNDEMEFEK/ING — 2 DR R
Nonlinear analysis of firing patterns of the central giant cell of Lymnaea stagnalis

Yu Kumai (1), Yu-Ta Hamasaki (1), Yasusi Konno (2), Minoru Saito (4) ((1) Graduate School of Integrated Basic Sciences: (2) Graduate School of
Integrated Basic Sciences: (3) Graduate School of Integrated Basic Sciences: (4) Graduate School of Integrated Basic Sciences)

EHEOEHHROS| AR SEICEIT 2 FHEROMR
Effect of waveform on the entrainment of cultured ventricular muscle cells

Akira Ozeki (1), Takahiro Harada (2) ((/) Graduated School of Engineering, University of Fukui: (2) Graduated School of Science, University of
Tokyo)

VBV OFEFENBEHRBERRICLZ T T URFOF /) R — IV iBiEEHR
Nanometer-scale structure analyses of food-material by atomic force microscopy combined with resin embedded section.

Shigeru Sugiyama (1), Kazumi Tsukamoto (1), Kimiko Yamamoto (2), Toshio Ohtani (1) ((/) National Food Research Institute, NARO: (2) National
Institute of Agrobiological Sciences)

FRFENEHEE AR b L RICK B HRBERBIZD S E
Mechanics of cardiac cells under hypertrophy induced by oxidative stress measured with an atomic force microscope

Yusuke Mizutani (1), Masahiro Tsuchiya (1), Koichi Kawahara (1), Takaharu Okajima (1) (({/) Graduate School of Information Science and
Technology, Hokkaido University)

AFM #EEREICL B THFR b S U BRIFICE TS FREDRE
Evidence for the existence of an intermediate state upon stretching dextran captured by AFM viscoelasticity measurement

Yukinori Taniguchi (1), Masaru Kawakami (2) ((1) Japan Advanced Institute of Science and Technology: (2) Japan Advanced Institute of Science and
Technology (JAIST); PRESTO of Japan Science and Technology Corporation (JST))

B—RF5AFTI O AORBHEBRETEICT S 2F v RIVAKS A ARS > T&HA
Dual time-stamp measurement for realtime observation of single molecular dynamics
Kenji Okamoto (1), Yasushi Sako (1) ((1) RIKEN)

HESBRCL DU RAMEHED nm BEEEHERT
Motility analysis with nm-accuracy and high temporal resolution of mice ependymal cilia by confocal imaging

Togo Shimozawa (1), Yuki Hirota (2), Kazunobu Sawamoto (2), Hideo Higuchi (1) ((1) CREST JST; Dept. of Phys. Univ. of Tokyo : (2) School of
Medicine, Nagoya City Univ.)

Y A XBNEBICHEREN/Z DNA SFDIAY T + A— 3 Y EL LEEEME ORI RILRRAT
Analysis of the conformational transition and transcriptional activity of a DNA molecule confined in a cell-sized microdroplet

AKkihiko Tsuji (1), Kenichi Yoshikawa (2) ((1) Spatio-Temporal Order, ICORP, JST: (2) Spatio-Temporal Order, ICORP, JST; Dep. Phys., Grad. Sch.
Sci., Kyoto Univ.)

MRS REARICEIFT2MIRANATP LA FIIRDA A=Y
Imaging of intracellular ATP dynamics during cell division cycle
Hiromi Imamura (1), Hiroyuki Noji (2) ((1) Japan Science and Technology Agency: (2) ISIR, Osaka University)

Parvovirus B19 O FHY A XDF A F I XL ETA IV ABREBEATODEE)
Size diversity of parvovirus B19 and its behavior on the virus removal filter.

Jun Adan-Kubo (1), Mikihiro Yunoki (1), Kazuyoshi Ikuta (2) ((1) Infectious Pathogen Research Group, Osaka Research Laboratory, Benesis Corp.:
(2) Department of Virology, Research Institute for Microbial Diseases, Osaka University)

DNA—AY H—EHEERAD 1 HFEHE
Single—molecule observation of DN A-helicase interaction

Hiroaki Yokota (1), Yuko Chujo (2), Emi Nishimoto (3), Yoshie Harada (3) ((1) iCeMS, Kyoto Univ.; PRESTO, JST: (2) Dept. of Frontier Sci., Univ.
of Tokyo: (3) iCeMS, Kyoto Univ.)

SRR TFENBEMEEIC KD ATP Ik BBRIGHF D p97 DENREEIR

Direct observation of structural changes in p97 during the ATPase cycle using High-speed AFM

Naoya Miyagawa (1), Daisuke Yamamoto (2), Teru Ogura (3), Shingo Nishikori (4), Toshio Ando (2) ((I) Dept. of Mathematics and Physics,
Kanazawa Univ.: (2) Dept. of Mathematics and Physics, Kanazawa Univ.; JST/CREST: (3) Div. of Molecular Cell Biology, Inst. of Molecular
Embryology and Genetics, Kumamoto Univ.; JST/CREST (4) Div. of Molecular Cell Biology, Inst. of Molecular Embryology and Genetics, Kumamoto
Univ.)

NIA M)y O RIRE— RERAM 2RV EREEGNFAA -2

Low-invasive molecular imaging by high speed AFM based on parametric resonance
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Tetsuro Yamamoto (1), Takayuki Uchihashi (2), Toshio Ando (2) ((1) Department of Mathematics and physics, Grad school of natural science and
technology, Kanazawa univ: (2) School of mathematics and physics , College of science and engineering , Kanazawa univ, CREST-JST )

BE RS RRFENBEBRRCIERATHBEDA A -0
Visualization of subsurface structures by high-speed ultrasonic force microscopy

Hiroki Watanabe (1), Takayuki Uchihashi (2), Toshio Ando (2) ((1) Department of Mathematics and Physics Sciences, Grad School of Natural
Science and Technology, kanazawa Univ.: (2) School of Mathematics and Physics , College of Science and Engineering , kanazawa Univ.;CREST/JST)

SREFENERRICK S RHEHBOBEERANORBBREDR £
Enhancement of detection sensitivity of tip-sample interaction in high-speed AFM

Masato Yoshida (1), Takayuki Uchihashi (2), Toshio Ando (2) ((1) Department of Mathematics and Physics, Grad School of Natural Science and
Technology, kanazawa Univ.: (2) School of Mathematics and Physics, College of Science and Engineering,Kanazawa Univ.CREST/JST)

REEZSUEREAEARRS MLICHT 5ARS MVABOBEDKET
The validity of linear unmixing of spectra containing serially correlated error terms.

Sosuke Iwai (1), Taro Uyeda Qp (2) ((1) Faculty of Education, Hirosaki University: (2) Research Institute for Cell Engineering, National Institute of
Advanced Industrial Science and Technology)

ST/NO T THBEARICE TS5 0F Y — A DNAFERE(LDERR
Observation of bulk structural change of chromosomal DNA during the cell cycle of Synechococcus elongatus PCC 7942

Yasuko Kaneko (1), Yukiko Seki (1), Sayuri Hagiwara (1), Koji Nitta (2), Kuniaki Nagayama (3) (({) Saitama University: (2) Terabase Inc.: (3)
Okazaki Inst. Integrative Biosci., Natl. Inst. Natural Sci.)

KFEHE HINT RS A X RMUAE) LEFEMROA 50T 1 THREICL S, HlBRAENZES T 2EBEDORE
Interactive observation of optical and electron microscopy revealed moving particles in the nucleus.
Kaoru Katoh (1), Ayako Kojima (1), Emiko Kobayashi (2), Kazunori Kawasaki (2) ((1) Neurosci. Res. Inst, AIST: (2) Cell Eng. Res. Inst,, AIST)

IEDNA b RAYAS—EDFROL S BRICEEESS
Direct Observation of DNA Unlinking Magic by a Type-II DNA Topoisomerase.

Katsunori Yogo (1), Taisaku Ogawa (1), Saki Obata (1), Gen Nakajima (1), Junpei Suzuki (1), Kazuhiko, Jr. Kinosita (1) ((1) Department of Physics,
Waseda University)

#HEEAN MRNA O REBSHER £ AIEICT BB IO —T
Long-term monitoring of intracellular mRNA by hybridization-sensitive fluorescent nucleotide probe
Takeshi Kubota (1), Shuji Ikeda (1), Hiroyuki Yanagisawa (1), Mizue Yuki (1), Akimitsu Okamoto (1) ((1) ASI, RIKEN)

E—4—-ERHETRHTET+ A1 DRER
Development of a display driven by microtubule motor protein

Susumu Aoyama (1), Masahiko Shimoike (1), Yuichi Hiratsuka (2) ((1) School of Materials Science, JAIST: (2) School of Materials Science, JAIST;
JST PRESTO)

TRIZUFVEESEDIVS VAT /HFOERICEIT S _BILRESEDHE
Effect of carbon dioxide partial pressure in Calcium nanoparticle synthesis using apoferritin
Hiroko Fukano (1), Mamoru Aizawa (1), Hideyuki Yoshimura (1) ((1) Meiji University)

TRZzUFERWEBET VI =0 ADOESR
Aluminum oxide synthesis using apoferritin
Kazuo Tomita (1), Tomoaki Harada (1), Toru Konishi (1), Hideyuki Yoshimura (1) ((1) Meiji University)

HINEICKBRERIEMR/NA FOSILORIE

Thermo-reversible hydrogel formed by microtubules

Ryuzo Kawamura (1), Ken-Ichi Sano (1), Istuki Kunita (1), Taiki Tominaga (1), Naoko Oda (1), Kuniharu Ijiro (2), Yoshihito Osada (1) ((1)
Molecular and System Life Science Unit, RIKEN Advanced Science Institute: (2) Molecular Device Laboratory, Research Institute for Electric Science,
Hokkaido University; Molecular and System Life Science Unit, RIKEN Advanced Science Institute)

EATFIRERY /XU EDOFEHR “NAFNA RATIL” DEIE
Reversible 3D-crosslinked 'bio-hydrogel' by polymerizable proteins
Itsuki Kunita (1), Taiki Tominaga (1), Ryuzo Kawamura (1), Hiromichi Nakagawa (1), Naoko Oda (1), Rikako Tsukamoto (2), Kuniharu Ijiro (2),

Ken-Ichi Sano (1), Yoshihito Osada (1) ((1) Molecular and System Life Science Unit, RIKEN advanced Science Institute.: (2) Molecular Device
Laboratory, Research Institute for Electric Science, Hokkaido University; Molecular and System Life Science Unit, RIKEN advanced Science Institute.)

BEATZIVITYIALICLDFRDY - INEERWEYA I OHERBEOLDHD bS5 v S RGREL
Module Structural Design for Material Transport System Propelled by Kinesin with Genetic Algorithm

Takuya Sunagawa (1), Akihito Tanahashi (1), Motohisa Hirano (1), Matthew Downs (2), Henry Hess (2), Takahiro Nitta (1) ((1) Gifu university: (2)
University of Florida)

RAOBE—AXNMAREZAVCHEEBEICL S ANEOARBEL(LDORER

Analysis of internal structural change of person hair by the arrangement of straight- permed curly hair with microbeam's small angle X-ray
scattering

Satoshi Yamaki (1), Minori Kakizawa (1), Tomoyuki Kawasoe (1), Hideki Shimizu (1), Itirou Hatta (2), Noboru Ohta (2) ((/) SHISEIDO CO.,LTD:
(2) Japan Synchrotron Radiation Research Institute (JASRI))

BMRB BAEY A MIEIFBENFEEGESFO NMR F—4E8k (SMSDep) 251 (5614
The acceptation of NMR data deposition for biological small molecule structure (SMSDep) have been started at BMRB in Japan
Eiichi Nakatani (1), Yoko Harano (2), Naohiro Kobayashi (2), Steven Mading (3), Takanori Matsuura (1), Hideo Akutsu (2), Eldon L. Ulrich (3),
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Haruki Nakamura (2), Toshimichi Fujiwara (2) ((1) Institute for Protein Research, Osaka University; JST-BIRD PDBj: (2) Institute for Protein
Research: (3) University of Wisconsin Madison, BioMagResBank)

HRADIAZBA EZRB/HDY A XFIHE BT/ HFOERK
Synthesis of size-controlled fluorescent nanoparticles to improve cellular uptake

Fumihiko Fujii (1), Hirotoshi Furusho (2), Yutaro Kumagai (3), Takashi Jin (1) ((1) Immunology Frontier Research Center, Osaka University: (2)
Research Center for Ultra-High Voltage Electron Microscopy, Osaka University: (3) Department of Host Defense, Research Institute of Microbial
Disease, Osaka University)

h=—KF/Fa—TREATDY /IO EDORE LBEEL
Adsorption and structure change of protein on carbon nanotube surfaces

Atsushi Hirano (1), Yutaka Maeda (2), Takeshi Akasaka (3), Kentaro Shiraki (1) ((1) Inst. of Appl. Phys., Univ. of Tsukuba: (2) Dept. of Chem., Tokyo
Gakugei Univ.; JST, PRESTO: (3) TARA, Univ. of Tsukuba)

FUITTZINF=UICKD T L HRE DNA DBREGRERDA =X A
Condensation mechanism of calf thymus DNA by oligoarginines

Jinya Taniguchi (1), Shigeru Negi (2), Koji Kano (1), Yukio Sugiura (2) ((1) Faculty of science and Engineering, Doshisha University : (2) Faculty of
Pharmaceutical Sciences, Doshisha Women’s University)

BMRYMI—S LICBIFRZT-UT U IA4F IO RDIN—TiEE
Loop sturucture of Boolean dynamics in complex network
Shu-Ichi Kinoshita (1) (1) Organisation for the Strategic Coordination of Research and Intellectual Property, Meiji University)

EERFOKGEEREDKGE Y A XEKFEOEFITH
The theoretical evaluation of the dependency of the velocity of Escherichia coli on their size in the stationary flow

Takeshi Miyakawa (1), Kitao Fujiwara (1), Kyouhei Takahashi (1), Ryota Morikawa (1), Masako Takasu (1) ((/) Tokyo University of Pharmacy and
Life Sciences)

How large are the contributions to catalysis from conformational motions?
Andrei Pisliakov (1) ((1) Theoretical Biochemistry Lab, RIKEN Advanced Science Institute)
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