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A =1 (234 2F #%) / Room A (Tachibana, Conference bldg. 2F)
1 WA 68208 (X)/June 20 (Tue) 16:00 ~ 18:30 Japanese Session

XILF)—=LBEREDNS 20 F - EIHLRAEEDESEDER
20 years anniversary since nucleosome structure was determined
-what we have learned and what we have not yet

A FFMREMRE [BHT O F 188 EHEE

X7 LAY = AONEEEPRESNTD &) £ 20446 DNAPIED X 7 LAY — 213 8D X 5 (2Hdf - B S
NBOH, X7 LAY —LEHRTHEL DALY 2T EN) T v hO%H R ORREEHOFEAEILTA,
X7 LAY — AOEKEREAR, 70~ 2 ORI BREEEBLOBRIE, 2 ERKRE LTEORPEIN TV,
KT =272 ay 7 TE, NS OREIZKT 254 RITROBUIRE SHROREZERT 5.0

It has been 20 years since the first atomic structure of nucleosome was determined. Nucleosome was considered to
be just a structure, which accommodates genomic DNA in the nucleus. However, recent evidences strongly suggest
that nucleosome positively regulates genomic DNA function. We will discuss the regulatory mechanism of genomic
DNA based on chromatin structure and dynamics, which are highly influenced by variants and post-translational
modifications of histones.

F=HFTAY— #R CE (BREX). HEF FE (EWHEE)
Organizers: Hitoshi Kurumizaka (Waseda Univ.), Hidetoshi Kono (QST)

(1600] #HsbIC
Opening Remarks
Oi¥ 752 (Hidetoshi Kono)
BT R HANTRE B S RERE (QST)

1WA-01 11603 XRULF/—LDBELHIIZHRMEICSSS / L DNA HEHIH
Studies for the nucleosome structure and dynamics
OMdkIr 13 (Hitoshi Kurumizaka)

AR K - JeE 2 T (Grad. Sch. of Adv. Sci. and Eng., Waseda Univ.)

1WA-02 (16271 ER MY H2A-H2B EER b+ AOVOHEEEREE
Interaction between histone H2A-H2B and histone chaperones
OPay 3L (Yoshifumi Nishimura)

BT K - 245 PR (Grad. Sch. of Med. Life Sci., Yokohama City Univ.)

1WA-03 (16511 BEBLEXILAY—LORA T« TEERR
Native mass spectrometry of reconstituted nucleosomes
OWIfi H1-¥- (Satoko Akashi)

BHET K - B - 245 EFF (Grad. Sch. of Med. Life Sci., Yokohama City Univ.)

1WA-04 (1715 LA FIIaL—2avickdX I LAY —LBERE
Nucleosome dynamics studied by coarse-grained molecular simulations
O H 7%~ (Shoji Takada)
HOK - B - WP (Dept. of Biophys. Kyoto Univ.)

(34)



1WA-05 117390 EAR b2 H3BIREBHDI I LI/ —LBEICEADHE
Impact of Post-translational Modification in Histone H3 tail on Nucleosome Structure and
Dynamics
Q% 752 (Hidetoshi Kono)

BFRAE - ¥ —2 - ERST ¥ I 2 L— Y 3 ¥ (Molecular Modeling and Simulation, QST)

1WA-06 (1803 7OJ 5 L&hi= DNABBEEZIES ER b2 H3K36me X FILLEER
Histone H3 lysine 36 methyltransferase controls the programmed DNA-damage response
Oiili B3 (Kiyoe Ura)
T3k « P - 2 (Dept. Science, Chiba Univ.)

[1827] #&Hb)Ic
Closing Remarks
Ok 1~ (Hitoshi Kurumizaka)
FURR K (Waseda Univ.)

B £ (&4 3F 818 1) / Room B (Shirakashi 1, Conference bldg. 3F)
1 WB 68208 (X)) /June 20 (Tue) 16:00 ~ 18:30 Japanese Session

MFEFEOWHE. YiE. i 1 —SaELiCR=EEMERITDOSEL—
Structure, solution property and function of antibody drugs 1
-Development of biophysical characterization methods for enhanced properties-

BUE, Wi, Yot BERE 2 A VI E I L 2 PUREE DRI RO 5N Th ) EHERYN T 70 —F 0 EEE o
TWb, KT =23y 7Tl TUROBENREA %P <720 OREILEM., TUROBERIE. S 5 ko EE
L& B AT TR & 2 FHERA R 585, (22T, TATIT ERENSFEELTTH . BEHERFOBED» LI
PREEZE DORE W VAT O BLRIEIR & & BAL DB ORREIZ O W THET 5 FETH 5o

Antibody drug development requires total design including structure, solution property and function of antibody
molecules. In this workshop, researches related to stabilization of antibody solution, mechanism of antibody
aggregation, and new detection method for antibody structural change will be presented. How protein science

contributes to development of high quality drug will be discussed.

F—=HFAY— Rl E (KA. AA Bt (FERA)
Organizers: Susumu Uchiyama (Osaka Univ.), Shinya Honda (AIST)

(16:001 #a¥HIc
Opening Remarks
OWII # (Susumu Uchiyama)
KB K (Osaka Univ.)

1WB-01 (1603 AEAE/ /7O0—FIVRGEDEBA ML AEHEEEEL
Acid-Induced Unfolding and Aggregation of Therapeutic Antibodies
OA&H & 12 (Shinya Honda)

"ERSAF « N4 F X5 4 AV (Biomed. Res. Inst., Natl. Inst. Adv. Indust. Sci. Tech. (AIST)),
THOKKE - HER - A F 4 A VAR (Grad. Sch. of Front Sci., The Univ. of Tokyo)

1WB-02 [1625 MAFEROIFRAR LFEEREREDRHS
The development of non-natural three-dimensional structure detection equipment of
antibody drugs
ORAT 1M (Seigo Oe), At Z3#B1- (Natsuko Kizu), J:H} JjZ (Teruhiko Ide)

H — M &4k (TOSOH Corp.)
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1WB-03
(1P-121)

1WB-04

1WB-05
(1P-119)

1WB-06

1WB-07

[16:47]

[17:04]

[17:26]

[17:43]

[18:05]

[18:27]

B FERAFBRRA7 7« =71 0% b 77« —1BEORAR

Development of affinity chromatography resins for purification of antibody fragments

OF W E— 12 (Shinichi Yoshida), i (Dai Murata), P4 VI 1 5 1.2 (Masakatsu Nishihachijo),
ik B — 12 (Keiichi Karasugi), #KJ5 i & 1.2 (Yurie Ogihara), #A 1EJA 1.2 (Masahiro Funaki),
AT s 2 (Kazunobu Minakuchi)
" (Bk) % %7 (Kaneka Corp.), *UCHEAR/S 4 & PR3 S BLE BN ZEML & (Mfg. Technol. Assoc. of Biologics (MAB))

Fab'-PEG #ifAD it ¥l
Evaluation of physicochemical properties of Fab'-PEG antibody

ORI S8 (Mitsuhiro Sekiguchi)
7 AT T A I (Astellas Pharma Inc.)

PUAERE CHO Hifah 5 DL 518 & T DIEBERNRFE
Secretory leakage of an aggregated antibody from CHO cells and its structural characterization
Ol F3% 12 (Masayoshi Onitsuka), B fd 51 1,23 (Takeshi Omasa)

K - ZEWEIR (Grad. Sch. of Biosci. and Bioind., Tokushima Univ.), “MAB,
Pk - L+ AefSEd (Grad. Sch. of Eng., Osaka Univ.)

BRESVNIEEEEREVHEOFRR

Developments in high precision analysis of protein and the standard material
O#f 5L L (Tomoya Kinumi), &5t 3+ (Akiko Takatsu)
FERSE - W REHI (NMLJ/AIST)

ERBEEERRD b—2 IV EREL
Total optimization of therapeutic proteins in liquid formulation
OWIl o (Uchiyama Susumu)

Bk - T - A:fisJedii (Dept. Biotech. Grad. Sch. Eng., Osaka Univ.)

BbyIc

Closing Remarks

OZ<H AL (Shinya Honda)
PERME (AIST)
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6)%

2 (234 3F B8 2) / Room C (Shirakashi 2, Conference bldg. 3F)
20 & (&) / June 20 (Tue) 16:00 ~ 18:30 English Session

RN THETSIAIEBEDFR NLT Y TTFHL Y
Bottom-up design of functional artificial proteins in vitro and in vivo

MEOERAEME LRHAAFORRICHE S, ATEBEOMHEEZHFHRIZTIA 2§22 EMBEIZTREE 2> T
&7z Gl MIBNANTEADERZFEETE 2 L) ZATEAEZ RICEHEMIITYA X350, L) Bl
A& V)E?&tt;% AKT—2rvay 7T, NLEHEOT / K7¥ 4 o2 HOMMIL, Mg TRz %5 AT
T S IOHICBE S 2 BT O FEBR 2/ L. SR OBER R IZOW Tk L 72\

FRXTEHHEED

Recent developments in protein science and computational chemistry facilitate actually structural design of artificial
proteins. For the future, rational design of functional artificial proteins in vitro and in vivo is very important issues.
This workshop provides various hot topics for active discussions, such as de novo protein design, self-assembling

artificial proteins, and functional chimeric proteins in cells.

F—HFA Y~

DETH =

(EMR) . AR B (RRK)

Organizers: Ryoichi Arai (Shinshu Univ.), Masahiro Kawahara (The Univ. of Tokyo)

1wc-o01

1WC-02

1WC-03

1wc-04

1WC-05
(1P-122)

[16:00]

[16:03]

[16:23]

[16:43]

[17:03]

[17:23]

R&HIC

Opening Remarks
O#F: 56— (Ryoichi Arai)

{5 MK (Shinshu Univ.)

AVNIERTFORETYLA L | IBEDR EBED SHEERIHADER
Computational Protein Design from Structure to Function
O {85 (Nobuyasu Koga)

S THE - 112§ (CIMoS, IMS)

RE;Volutionary Design of Symmetric Proteins That Biomineralize Nanocrystals
O Kam YJ Zhang'. Arnout RD Voet'. Hiroki Noguchi’, David Simoncini'. Christine Addy?.
Jeremy RH Tame’

'Structural Bioinformatics Team, Division of Structural and Synthetic Biology, Center for Life Science Technologies, RIKEN,
’Drug Design Laboratory, Graduate School of Medical Life Science, Yokohama City University

AIZEBEF/70v 7 (PN-Blocks) IZ &2 BCHBILESTF7/ BEESHDEIR
Self-assembling supramolecular nanostructure complexes created from de novo protein
nanobuilding blocks (PN-Blocks)

JNBR ! (Naoya Kobayashi), A& pHoR ! (Naoya Kimura), O#rJf 56— 1.2 (Ryoichi Arai)

YSMIK - Mk#E - 52 (Dept. of Appl. Biol., Fac. of Tex. Sci. Tech., Shinshu Univ.), YEHK - Bl £ (CFMD, Shinshu Univ.)

BHIRTF ) 77 A N—NEBCERTHIERKEIFAF AURIXTF R
Double-hydrophobic elastin-like polypeptides assembling into beaded nanofibers
Qu%(EE %ﬁﬁ;’z‘;\ (Ayae Sugawara-Narutaki)

%Kk - I - #5#F (Dept. of Crytstalline Mater Sci., Nagoya Univ.)

“ERNRUMERENRAHICES T/ HEOKRIL

Nanomaterial assembly via bispecific anti-inorganic antibody

OZHF B F (Teppei Niide), FLHH 3% (Noriyoshi Manabe), H1i# St (Hikaru Nakazawa),
REA St (Izumi Kumagai), HEHE JE9¢ (Mitsuo Umetsu)

HALK -

TI. - 784 (Dep. Biomol. Eng., Grad. Sch. Eng., Tohoku Univ.)
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1WC-06 (17360 AIEBHICK MRS JFIVRERE
Manipulating intracellular signal transduction with artificial proteins

O 5L 1E3% (Masahiro Kawahara)
HOK - 1. - {4 (Dept. of Chem. and Biotechnol., Grad. Sch. of Eng., The Univ. of Tokyo)

g E 1WC-07 (1756 MRIRTERYICHINEEDEINT & EFI— FEREFAETO—-T DRIR
o Y (1P-091) Flashbody: genetically-encoded antibody-based fluorescent probe with antigen dependent
a —_— fluorescence intensity
g § Ot 7y FEF! (Devina Wongso), i 4x3f 2 (Jinhua Dong), _[~H % 2 (Hiroshi Ueda),
TN Jeio e (Tetsuya Kitaguchi)
3 "RLRRH Y v AR — UiF (WABIOS), *HToK - BHAIEE - {LZERHUF (Lab. Chem. Life Sci., Tokyo Tech.),

SRUK - #ITHERE (Waseda Univ.)

1WC-08 (1809 JH-oZEMICREREZEAT RS/ LIREAIEFROMR
Targeted nucleotide substitution by genome editing artificial enzyme
OVYH #— (Keiji Nishida)

M KR ZEBR2EHAM 4 2 X— 3 3 Y42 (Graduate School of Science, Technology and Innovation, Kobe University)

[1829] #¥HYIC
Closing Remarks
O J§t 1E3 (Masahiro Kawahara)
HUH{K (The Univ. of Tokyo)

D £ (BriE 23%=3) / Room D (Meeting Room 3, Exhibition bldg.)
1 WD 68208 (X)) /June 20 (Tue) 16:00 ~ 18:30 Japanese Session

ERt O VTNEAEHT
Protein Science in Oxygen Sensing

4 P MREMR [BRFEMSF]

2016 4E DT A H —E DZEWZEIE [Oxygen sensing| Ta& 1), PHD-HIF |2 & A IKMBEICERDEREIZE S Lz,
LA L. AEI21E PHD-HIF DA SRR FERM Y AT LA EE L, WM EREIS T 2 &MY AT A2 MR 5 &
Oxygen sensing 3 ZMEETH Do KT —2 3 v TTIE, BENOBA L o —% 7 B2 X B BFIR &
FHEE RO S TR IO W RO B4 5.

A variety of "oxygen sensor proteins" play important roles in maintaining cellular homeostasis. In this workshop, we
will discuss molecular mechanisms of oxygen sensing by sensor proteins and intracellular signaling pathways after

oxygen sensing.

A=AFAY— AR HEB GRALR). =R & (GhETA)

Organizers: Norio Suzuki (Tohoku Univ.), Ken Itoh (Hirosaki Univ.)

1WD-01 1600 FEBH/MNRIEROBELKFRZFTIHRLT 50 —TO0—TOBE
Development of a fluorescence probe for imaging hydrogen peroxide in tumor
microenvironment
O Z3E 5 (Yoshifumi Ueda), &1 S8 (Shigeki Kiyonaka), Ff I FE3¢ (Keisuke Inoue),
BN %A (Tatsuki Kurokawa), {EH1L #% (Itaru Hamachi), #{ Z84: (Yasuo Mori)

HK - 1% - B4 (Grad. Sch. of Eng., Kyoto Univ.)

1WD-02 (16301 Keap1-Nrf2 AT LICKDEEILR b L RASEHIE
Oxidative stress response mechanism through the Keap1-Nrf2 system
OA BER (Takafumi Suzuki), A HE 2 (Masayuki Yamamoto)

Hbok - BE - PE{b%: (Med. Biochem., Grad Sch. of Med., Tohoku Univ.)
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1WD-03 (17000 —a—OJ0OEVOHEERITEEREIY
Functional analysis and protein engineering of neuroglobin
OFHS Kl (Keisuke Wakasugi), /INIFER 5 (Wataru Onozuka), 54 %2 (Nozomu Takahashi)
HOK - A AL - A&y EREE (Dept. of Life Sci., Grad. Sch. of Arts and Sci., The Univ. of Tokyo)

1WD-04 (17300 HIF7OY) VKE{LEERPhd3DRT B 2 NI EEEHEN UMRA LI R F—KSEEO®BIT
Regulation of cellular metabolism mediated by the HIF-prolyl-hydroxylase Phd3-dependent complex
O 1l 18 (Koh Nakayama)
JOLER SRR - BERHF - AKX E% (Oxygen Biol., MRI, Tokyo Med. and Dent. Univ.)

1WD-05 (1800 TLBEFREV VI VATLILBIIZHFFALLXURFRDS JFHIVREHE

(1P-037) Intra- and inter-molecular signal transduction mechanisms in a complete oxygen sensing system
Gareth S. A. Wright', ff&ff1 91 * (Akane Sacki), 5[] #:H]* (Takaaki Hikima),
PEE BTl (Yoko Nishizono), AP FHf 3 (Tamao Hisano), L7 i ¥ 3 (Masaki Yamamoto).,
Svetlana Antinyuk'. S. Samar Hasnain'. 3% i > (Yoshitsugu Shiro), O} {73% > (Hitomi Sawai)

'Inst. Integ. Biol., The Univ. of Liverpool, *&I K[ - B - 6y (Grad. Sch. of Life Sci., Univ. of Hyogo).
SHRF - UG (RIKEN SPring-8)

E £ (BriE 23= 4) / Room E (Meeting Room 4, Exhibition bldg.)
1 WE 6A 208 () /June 20 (Tue) 16:00 ~ 18:30 English Session

BEBHORSHE Lk
Flexibility and function of proteins

HE  EMREAE IEREKBROBRICK DR SD BRI FROMBEEDTIE ]

HEEIL, ZOVMREEZ OIS EL I ETHAEL . MR LR TV D, Mgt oAT o TEEH L 725
I A XBSE T CHEAEICHRET 272010, EREICREELZ AN ZALAPNLEINT VL0, TOMIIELHET 7
OU—F %22 L GO D UENH D, KT —27 2 a vy 7Tl sCmOIRE- 51l - B ZEA 5 & 22k > TE 7,
EABOZONEE RO EDVERNT Y V7 BOREERIA I = A LDV THEm T 4o

Proteins function by changing their three-dimensional structure. Sophisticated mechanisms are involved in proteins
to excellently function in cells, of which environment is heterogeneous, condensed, and full of thermal noise. To
clarify the mechanism, it is necessary to collaborate a variety of advanced approaches. In this workshop, we discuss
flexibility of protein and the functioning mechanism produced by the flexibility, which have been clarified by cutting-
edge works of theory, measurement and creation.

F—=AFAY— K& A (KBRK)

Organizer: Yasuhisa Mizutani (Osaka Univ.)

[1600] #g&bIC
Opening Remarks

1WE-01 (1610 HREIY =4I BOMERTEE
Sensing mechanism of heme-based gas sensor proteins
OKA 48 (Yasuhisa Mizutani)

i K B¢ (Grad Sch. of Sci., Osaka Univ.)

1WE-02 11635 XEEME S /NI EOREGIADHASHICT BERSHLIEEREEHER
Soft structure-function relationship revealed by functional conversion of photoreceptive
proteins
OMEL 754 (Hideki Kandori)

4 1K (Nagoya Inst. Tech.)

(39)
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1WE-03

(1P-120)

1WE-04

1WE-05
(1P-080)

1WE-06

[17:00]

[17:40]

[17:65]

[18:20]

AVINJEREBOEBEEA A DEEE 2NV BB ERHME .
FA =N TF) 0 2TTNE NI B E U7-HEBR DRI

Protein flexibility and characters of transition metal ions in protein core:
An experimental study using thiol-subtilisin as a model protein

ORE B (Takashi Matsuo)\ B35 (Isamu Shobu)‘ AH Bt (Masaya Ishida)\
P 24[E (Takamasa Kono), JEH f2 (Shun Hirota)

ZERIEH K - WRLADK (Grad. Sch. Mater. Sci., Nara Institute of Sience and Technology)

ZRTEAFGHEEIRICKDZIEONVEOTA /OB IA1F IV AOHE
Microsecond dynamics of proteins studied by two-dimensional fluorescence lifetime
correlation spectroscopy

OHWJE K2 (Tahei Tahara)

VPRI 54436 (Molecular Spectroscopy Lab., RIKEN), *BEff - Yo it F T2 43 (RIKEN Center for Advanced Photonics (RAP))

ERFRU—FFHEDPNEICKDIDANMGEI 2 /NI E p53 DEBEEE T X > MEBEIDERA
Ultrafast intersegmental transfer of a tumor suppressor p53 characterized by ensemble and
single-molecule fluorescence spectroscopy
Ok & 12 (Yuji Troh), AFH S2A 1.2 (Agato Murata), &1 I8 ! (Satoshi Takahashi),

I i A\ ' (Kiyoto Kamagata)

"k K - £ e (IMRAM, Tohoku Univ.), *HiJtK - B (Grad. Sch. of Sci., Tohoku Univ.)

PaCS-MD T#3ZEBREDERSHE - MK EHEE
Protein flexibility, dissociation and association investigated by PaCS-MD

OdtRE # M (Akio Kitao)

HK - 43 24E4F (Inst. of Mole. Cell. Biosci., The Univ. of Tokyo)

BbYIC
Closing Remarks
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A £38 (531 2F #%) / Room A (Tachibana, Conference bldg. 2F)
2WA 68218 (K /June 21 (Wed) 16:00 ~ 18:30 Sl e

SUNIEDMMET DR BT H/-HDRE - BRI

Measurement techniques for visualizing 'live' protein molecules
M  FFWHEHAR [BBEEEDRE 2z < FRBAEHM]

BT D D 0HKEE 2 5 237 EoF O EE L, ERERER T LTy Y8y BOREZHMNT 5 2 L I2HE)
LT&E L7z LALads, EMBIRORNEZHBT 51213, & 07 EPEBRIZEW TV 2 MilBRE R o3y
2BV, B\ERIC LR L 2 WIER @ IRRE 28 Y) 2 T2 O CEI I 2 D H ) 5. TNz Bl
S HME - ENTEAT 2 ICHEI 2 b LIS L T3,

Static, but accurate 3D protein structures have provided convenient explanations of the protein functions as biological
functional elements. However, we still need to understand the more details of the dynamic aspects of protein
structures in transient states under physiological conditions. In this workshop, we selected interesting research topics
to discuss the developments and applications of new measurement techniques.

F—HFTAY— A K& MK . Bl & GERKX)
Organizers: Daisuke Kohda (Kyushu Univ.), Noritaka Nishida (The Univ. of Tokyo)

[1600] JR&IC
Opening Remarks
O Kii§i (Daisuke Kohda)

JLIK (Kyushu Univ.)

2WA-01 16081 /44 YEY FEFEY—ICLZEEEEHED 3 RTEHA
Three-dimensional measurements of protein dynamics using nanodiamond quantum sensors
OH T g (Ryuji Igarashi), {3k $isk 2 (Takuya Genjo), JEH B/ 3 (Yoshie Harada),
ENIREY (Masahiro Shirakawa)
B EHANIREAEHE (JST). 50K - 10 (Grad. Sch. Eng., Kyoto Univ.), *KPRA%: - &I (Inst. Protein Res., Osaka Univ.)

2WA-02 11630] Exploring conformational equilibria of a multi-domain protein MurD by paramagnetic
lanthanide probe in NMR and EPR

OF R 5k 123 (Tomohide Saio), TR g (Soya Hiramatsu), B Bk ¢ (Mizue Asada),
BT RS (Shumpei Takishita), FHAT BFl 4 (Toshikazu Nakamura), F7#% it —HR 1.3 (Koichiro Ishimori)

"JL KBz - B (Dept. of Chem. Fac. of Sci., Hokkaido Univ.), “JST + & % %Si¥ (PRESTO, JST),
*JekBi - %4k (Grad. Sch. of Chem. Sci. and Eng., Hokkaido Univ.), */3¥f (IMS)

2WA-03 11654 in-cell NMR i%% &M L2 E#MBEADOERRRD) 7V 21 LiFE
Real-time observation of the biological events within living cells using in-cell NMR
OVl #& (Noritaka Nishida), e —J (Ichio Shimada)

HOK - BedE (Grad. Sch. of Pharm. Sci., The Univ. of Tokyo)

2WA-04 (1718 ¥ ARNOAZVDFT V7 3=WNT 1 2 IERICED 74 —=VT 1V F{REDR
(2P-080) Acceleration of protein folding by chaperonin-mediated unfolding
OJeE ha 123 (Fumihiro Motojima), 7 H B4 3 (Masasuke Yoshida)
VB - - 29 T (Dept. of Biotech., Eng., Toyama Prefectural Univ.), 2JST, ERATO. 50 k- #44:fr (Kyoto Sangyo Univ.)

2WA-05 (17421 High-speed atomic force microscopy visualization of the nuclear pores dynamics in colon
(2P-067) cancer cells

Ow % ¥ 2 ) F % —F ' (Richard Wong), Mahmoud Shaaban Mohamed'?.
R fil e 2 (Toshio Ando), FHAI| B 2 (Takahiro Nakayama), R 3 2 (Azuma Taoka)

14K - Brefahi - JikL (Cell-Bionomics Res. Unit, INFINITI, Kanazawa Univ.),
2K - N4 o+ AFM %3ihige £ ~ # — (Bio-AFM Frontier Res Center, Kanazawa Univ.)

(41)
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2WA-06 (1806 ER{LEYT # —ILT « > J DEBIEBIRICH SN B Protein Disulfide Isomerase DER LS & RRE
Dynamic assembly/disassembly of Protein Disulfide Isomerase during the catalysis of
oxidative protein folding
OBy 1FA 12 (Masaki Okumura), ¥FJ}: fd IS HR 36 (Kentaro Noi), <Ay ¥ ! (Shingo Kanemura),
CHIER (Takaaki Hikima), Fkil #5:& 45 (Shuji Akiyama), /Myt St 36 (Teru Ogura),
fdE e 10 (Kenji Inaba)
"Bk - £ IGHF (IMRAM, Tohoku Univ.), *Hidbk - B8R 7 1 ¥ 5 4 7HF (FRIS, Tohoku Univ.),
HEK - #8ZEWF (IMEG, Kumamoto Univ.), *Bfff - SPring-8 (RIKEN, SPring-8), *4-7-ff (IMS). ‘CREST, JST

B £38 (£ 3F Bf2 1) / Room B (Shirakashi 1, Conference bldg. 3F)
2WB 68218 (k) /June 21 (Wed) 16:00~ 18:30 Japanes Session

MFEROEE. M. #ik 2 -—-RFEROREERBREDORTIRMA—

Structure, solution property and function of antibody drugs 2
-Recent researches on activity and immunogenicity-

BUE, fak - WE - BB Z ARSI L 2HFRERORMEI RO 5N THBY) . EHEMFENR T 70— F o mE L
o TWbe RY—2 Y ay 7 Tld, HEEOHAREREORHZRENZE, PUREEA MG TS 28 E&EKOY 1 X5
i L BkRE & OBIFR, S 512 B & IR E O BRI L FHEEORESFEICOWT T AT I T ERENLFEEEIT) -
HEEFF L RIEFOBR D SHAOEERILICB T 2EIC OV THRHET L FETH 5,

Antibody drug development requires total design including structure, solution property and function of antibody
molecules. In this workshop, antibody researches such as aggregation-immunogenicity relationship, antigen-antibody
complex in serum, development of anti-PD1 antibody will be presented. How protein science and immunology
contributes to development of highly effective drug will be discussed.

F—HFAY—  GH BF (EEMH). 2K EFE GERX)
Organizers: Akiko Ishii-Watabe (NIHS), Kouhei Tsumoto (The Univ. of Tokyo)

[1600] JR&IC
Opening Remarks
Of1 3 B+ (Akiko Ishii-Watabe)
[E] 32 F (NTHS)

2WB-01 (1603 HFEMESE (ADC) Dk & MIEFE
Function and physicochemical property of antibody drug conjugate (ADC)
OHA BRI (Takanori Aoki)

IR &AL - £ ) 7 1 WFZEHT (Modality Res. Lab., Daiichi Sankyo Co., LTD.)

2WB-02 (1626 T v b P2X4 REGFGRGORBERG RGO EF T
(2P-137) Characterization of interaction between extracellular domain of P2X4 and anti-P2X4 antibody
B 755! (Shuhei Kishikawa), OB B E YN (Yoshito Abe), F)I| 3EBA ! (Tatsuhiro Igawa),
Pk e (Hidetoshi Saito), [LI'F %K 3 (Tomohiro Yamashita), {f:HH Fik 2 (Makoto Tsuda),
1 fngs (Kazuhide Inoue), Wi 1F ! (Tadashi Ueda)

"JLK - 3 - BH (Lab. of Prot. Struc. Func. Des., Grad. Sch. of Pharm. Sci., Kyushu Univ.),

JUK - # - 4 7 (Lab. of Life Innov., Grad. Sch. of Pharm. Sci., Kyushu Univ.),

UK - 3 - T —I AL R (Lab. of Global Health Care., Grad. Sch. of Pharm. Sci., Kyushu Univ.),
“JLK + # (Grad. Sch. of Pharm. Sci., Kyushu Univ.)

2WB-03 (1643 #EREELEREABRINICKD VY FREDY VEEREEEORENA
(2P-020) Structural and physicochemical analysis to reveal the mechanism of recognition of
phosphorylated antigen by a rabbit antibody
O K ' (Raiji Kawade), Fk3E 2248 ' (Hiroki Akiba), Jose Caaveiro'. YA # * (Shigeru Okumura),
Ll I 2 (Toshiaki Maruyama)., Kevin Entzmingerz\ HA s 13 (Kouhei Tsumoto)
"k - T 284 F T ¥ Y (Bioeng Dept. of eng., The Univ. of Tokyo). Abwiz Bio, Inc.. *HKEERME (IMS, The Univ. of Tokyo)
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2WB-04 11700 MAFERMBEEMEICEKDREMEEEL
Immune cell activation induced by monoclonal antibody aggregates
O% M & (Minoru Tada), £} Wi-J- (Akiko Ishii-Watabe)
[E] 2R - L3R R (NTHS)

2WB-05 (1723 HEBROHIICKEBMEPICE TS5 TNF k& TNF OB EERRER

Complex formation between TNF and anti-TNF antibodies in blood serum studied by
fluorescence-detected analytical ultracetrifugation
Orsavsd L) 12 (Elena Krayukhina), fH JBfd 1.2 (Masanori Noda), 13 fdt K HB 3 (Kentaro Ishii),
LI s 12 (Takahiro Maruno), #5Hk #ik ! (Hirotsugu Wakabayashi), PALRE (Minoru Tada),
A Bl ¢ (Takuo Suzuki), A7 ¥ 4 (Akiko Ishii-Watabe), JIE EZ 5 (Masahiko Kato),
P ot 3 (Susumu Uchiyama)

"Wk + I (Grad Sch. of Eng., Osaka Univ.), 22— + X5 4 2 (#) (U-medico Inc.),
Mty /3 4 F (Okazaki Inst. for Integr. Biosci.), *[ESZHFHF - ZEW3ES (NIHS), *¥ 2 2 v 7 2 (Fk) (Sysmex Corp.)

2WB-06 (17461 NMR ZR\=miERIcH T 2 ME0OHEE (ERER
(2P-081) NMR observation of intermolecular antibody interactions in serum environment
O 1124 (Sacko Yanaka), HLgHE FRIR 1.2.4 (Rina Yogo), &K %Al 4 (Hirokazu Yagi),
g §— 1234 (Koichi Kato)
YT WF (Inst. Mol. Sci.), *RW#EEr 754 #+ (Okazaki Inst. Integr. Biosci.), *#AFAk (SOKENDAI), *#ilik (Nagoya City Univ.)

2WB-07 (1803 MDA REAEER PD-1 AR T OMAKHH
Innovative cancer immunotherapy, anti-PD-1 antibody Nivolumab
Ol H18 (Shiro Shibayama)

JNEPEESL T3 (Bk) (ONO Pharmaceutical Co., LTD.)

(1827 #&hWIc
Closing Remarks
OHtAR {5 (Kouhei Tsumoto)

HEHUK (The Univ. of Tokyo)

C £18 (254 3F B8 2) / Room C (Shirakashi 2, Conference bldg. 3F)
2WC 68218 (K /June 21 (Wed) 16:00 ~ 18:30 Japanese Session

NTFROBEEFATI IR KBEDSIEHBSET
Peptide structure and dynamics: from soluble to membrane-bound

A AiE S % 52 2 A MBEN QKBS T F B 2 SUns &3 5 B G1ERT7F N EOAEFEESTF FIZBE L
T, HRAEZEBLE B L 2B 2 X7 MEEDEE R RXEH 2Ho Twdbe, KT =7 v 3y TR FEERLEER
FOTTU—FRERFIHL T, TS DT T FO5FHid 2 5l L 72RO 2 /EA L, #am L L7
Physiologically active peptides, such as membrane-binding peptides which activates at cellular membrane, or soluble
peptides in cells, are supporting the lives to maintain. The fuctions of peptides are tightly related to the dynamic
structure. In this workshop, we introduce and discuss new research about molecular structural assessments of peptides
including spectroscopic measurements and computational chemical assay.

F=HFAYV— #H X GRIFEQD. JIFN H (WEEIIX)

Organizers: Minoru Sakurai (Tokyo Tech.), lzuru Kawamura (Yokohama National Univ.)

16000 A=—7=>4F
Opening
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2WC-01

2WC-02
(2P-066)

2WC-03
(2P-027)

2WC-04

2WC-05

2WC-06

2WC-07

[16:23]

[16:42]

[17:23]

[17:45]

[18:07]

[18:28]

Elfk NMR 2= D 7 X / BEB/WEEENT F NOBERFR
Solid-state NMR structural study of functional peptides containing a D-amino acid
OJIA H (Izuru Kawamura)

RHERE K - BE 10 (Grad. Sch. Eng., Yokohama Natl. Univ.)

BFBHNEII2L—2a ICKBHKE / BKERETO7 01 KB (16-22) DRE

Molecular dynamics simulation of amyloid-p(16-22) aggregation
at a hydrophilic/hydrophobic interface

OBLA A1 12 (Hisashi Okumura), i BE 1.2 (Satoru G. Itoh)

" FWF (Inst. Mol. Sci), %MK (SOKENDAT)

BFHNFFERAVEOEKNISF IV ADKE  EHEZRBEICLITE
Hydration dynamics of proteins elucidated by molecular dynamics simulations:
Effects of the secondary structures

W B (Takafumi Fujiyoshi), A )5 {5 K (Kota Kasahara), %7H i K (Yuta Nonaka),
VLR #0E (Yuji Ezaki), O@RifG w4 (Takuya Takahashi)
SoanfiE K - AEdy - ZE1 (College of Life Sci., Ritsumeikan Univ.)

single-pair FRET ;A TRABEEENY v 7 AN EEEH)
Dynamic association of transmembrane helices studied by single-pair FRET

Ox% %W (Yoshiaki Yano)

HUK - 38 (Grad. Sch. Pharm. Sci. Kyoto Univ.)

HESIRTEEER b Tail RIHOEE)
Structural analysis of histone tail region using mass spectrometry
O-bHll 3% (Kazumi Saikusa)

TR« B« FgBH45F- (Grad. Sch. of Sci., Hiroshima Univ.)

EGMEOEZIRFRER & L THATEL LEA X7 F FOBE L #kE
Structure and function of LEA peptides available for the protection of biomaterials
from desiccation stress

OB} 92 (Minoru Sakurai)
WK - 234 %+~ & — (Center for Biol. Resources and Informatics, Tokyo Tech.)

HREESAEEEA T IEREEaN) Y IAXRTF R
Amphiphilic alpha-helix cell-penetrating peptides
OZJE AR (Hisakazu Mihara), 3 % (Hiroshi Tsutsumi)
R TS - BT3Bt (School of Life Science and Technology, Tokyo Institute of Technology)

CERE

Discussion
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D £ (Br#E £3%= 3) / Room D (Meeting Room 3, Exhibition bldg.)
2WD 68218 (K /June 21 (Wed) 16:00 ~ 18:30 Sl e

ESHDHE S F VA R FEEEMFEE
Nascent chains in charge of organelle homeostasis

HE  FEMREMAE [FEROEME ]

HMENTERENE Y Y37 BEOMBEEHIZ ) R Y — 2L BFRELT b EIAEHOERIZBWTT TIZHE >
TWho SR Y YISV BEDEFNTATNDE =70 T4 Y TR =7y 74 ¥ 7 SNIhOIFREETZE S |
FAEHOBRMBECTHIE S NSE Z PSRN O0H Db, KT —2 T ay 7Tl #HESHSHE D AV ZEE A
FEIE IO W T, BB B 2 WIS AE W R R 2 S B IZIEZE L T A IFEE ISIRFTO €y 7 A & it
LWz 2 &, R #EREIT) o

Cellular systems for protein quality control operate at the early stage of protein synthesis by ribosome. Pprotein
targeting to its destined organelle is also regulated when it appears as a nascent polypeptide chain. In this workshop,
all speakers present the latest topics of study on nascent chains in charge of organelle homeostasis and provide
oppotunities for active discussion.

F—HFTAY—  WEFRR GRILRX) . R EX LK)
Organizers: Kenji Inaba (Tohoku Univ.), Yukio Fujiki (Kyushu Univ.)

[16:001 %asblc
Opening Remarks
ORf3E 3Kk (Kenji Inaba)
#JL K (Tohoku Univ.)

2WD-01 11605 #AEHDEEIT + =T 1 &MIET S PDI 77 3 ) —DIERAHE
How do PDI family member proteins act on nascent chains to catalyze their oxidative protein
folding?
BLA TEAS (Masaki Okumura), P[] -5 ! (Chihiro Hirayama), %3 fdt K 2 (Kentaro Noi),
Wy sk 3 (Kodai Machida), 45 P55 3 (Hiroaki Imataka), /Myt )t 2 (Teru Ogura),
Off2E e ! (Kenji Inaba)
"ok K - % e (IMRAM, Tohoku Univ.), “fé4<K - %/ERF (IMEG, Kumamoto Univ.),
SJCMEBL YK « BE 1. (Grad. Sch. of Eng., Univ. of Hyogo), *HUJbk - “#Bs#t:7 1 » 5 4 7HF (FRIS, Tohoku Univ.)

2WD-02 (1628 #FAEHICKBETEFR ERdj5 DETA H=X L
Electron donor for disulfide reductase ERdj5 in ER
O 5& ' (Ryo Ushioda), FJH H# ' (Kaiku Uegaki), JHEH: WEF ' (Shohei Fujii),
K g (Kazuhiro Nagata)

"BOHEKR - M A (Fac. of Life Sci., Kyoto Sangyo Univ.),
TR - & VS BEREWIZET (Inst. for Protein dynamics, Kyoto Sangyo Univ.)

2WD-03 (1651] BEAVINIBGEARICHTB/NEEES Ny BEAE (EMC) OHEENDARA
Functional analysis of ER membrane complex (EMC) for the synthesis of membrane proteins
in Drosophila

OfE T W1 (Akiko Satoh), A% [ (Naoki Hiramatsu), {AJE HLZ (Takunori Satoh)

IR SRR R - A RHAWZERE (Graduate School of Integrated Arts and Sciences, Hiroshima University)

2WD-04 11714 BHERFIEDIIEICEL S SRP &%/ L7 XBP1u mRNA O/MaFERBIE(LEIEDRER
The role of translational pausing in the delivery of XBP1u mRNA to the ER via the SRP pathway
O/l e ! (Masaaki Koike), SHjFH H& ! (Satoshi Kanda), M4+ FFAK 1.2 (Kota Yanagitani),
! (Kenji Kohno)
RSN - 254 4 (NATSTBio.), IR TEAUEE MBEBANBIZENT (ATR)
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2WD-05 117371 NWFF)—LELZ /NI E PMP70 O N- KigEF— 7 13/MakiZmeinsisse (ETS) 23D
The N-terminal motif of peroxisomal membrane protein PMP70 is ER-targeting suppressor (ETS)
OB QB (Masao Sakaguchi)

FCREBLK - B - ZE @y B4% (Grad. Sch. Life Sci., Univ. of Hyogo)

2WD-06 [1800) ANAFYY—LOERE  BEIVOT MY Y I RE VNI EHEOS FRE
Peroxisome biogenesis: Import of nascent membrane and matrix proteins
@) FZNEFS ! (Yukio Fujiki)\ WA iR 2 (Okumoto Kanji)\ JARH &— 2 (Yuichi Yagita)‘
A Kz 2 (Shigehiko Tamura)

LK - ZEBEWF (Med. Inst. of Bioreg., Kyushu Univ.), *JUK - Bi + ¥ A5 Ay (Grad. Sch. of Sys. Life Sci., Kyushu Univ.)

(1823 #MEFIH
Discussion
OMEA SEF (Yukio Fujiki)

JLIK (Kyushu Univ.)

E £ (BRiE 23= 4) / Room E (Meeting Room 4, Exhibition bldg.)
2WE 68218 (K /June 21 (Wed.) 16:00 ~ 18:30 English Session

APPA/PS/PSSJ 7—¥<av7 - BEEMERtIF—:
EREMADIHFERICHITT

APPA/PS/PSSJ Joint Workshop
- IPR Seminar: Toward International Cooperation in Protein Science

- ZJu

Asia Pacific Protein Association (APPA) (&, 7 ¥ 7 KM TOEAEWEOW )1 & 5% Hig L T 2004 4F125%
MEN, YYRTT AR IEBEITHMEL TV D WA 2020 £0 APPA ¥ ¥ AR Y7 A3, KENZHLE % i { Protein
Society & DIL[FFIfE & % BT REMED D B0 BIREDVHEE L T, ENTROMEEZMAT 2 L3012, SRt FdHEIc
ONWC, TIYRT—=TNTA AN Y3y %79,

The Asia Pacific Protein Association (APPA), founded in 2004, aims at advancing cooperation and collaboration in
protein science among countries in the Asia Pacific region. The 2020 APPA Conference is likely to be held as a joint
symposium with Protein Society. We discuss current status of protein science in APPA regions and future cooperation

among APPA and with Protein Society.

F—=HFTAY— B 17 (RRKX). BH Bt (7P AT 5 AREW) . &% HhIR CRERKX)
Organizers: Hiroyuki Noji (The Univ. of Tokyo), Hiroki Shirai (Astellas Pharma Co., Ltd.), Yuji Goto (Osaka Univ.)

2WE-01 11600 The 2020 PS/APPA/PSSJ Joint Symposium
O #i%d ' (Yuji Goto), F1JF 2} * (Hiroki Shirai), BF#fh 147 > (Hiroyuki Noji)

"Bk - FEEAMWF (Inst. Protein Res., Osaka Univ.), >7 A5 A B3I (Astellas Pharma), *HUK (The Univ. of Tokyo)

2WE-02 (1615 An Organelle-like Structure Associated with the Quiescent State of Bacterial Cells
O Zengyi Chang

The State Key Laboratory of Protein and Plant Gene Research, School of Life Sciences, Center for Protein Science,
Peking University
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2WE-03

2WE-04

2WE-05

2WE-06

[16:35]

[16:55]

[17:15]

[17:35]

[17:55]

APPA/PST2017, the Protein Society of Thailand, and recent examples of Thai-Japanese
collaboration in structural biology

O James R. Ketudat Cairns'*’, Jisnuson Svasti’. Salila Pengthaisong'’.
Ratana Charoenwattanasatien®*. Genji Kurisu®, Thipwarin Rimlumduan'’, Yanling Hua’.
Toshiyuki Tanaka’

'Institute of Science, Suranaree University of Technology.

*Center for Biomolecular Structure Function and Engineering, Suranaree University of Technology-
*Laboratory of Biochemistry, Chulabhorn Research Institute. ‘Institute for Protein Research, Osaka University.
*Graduate School of Life and Environmental Science, University of Tsukuba

Engineering of microbial enzymes to enhance their thermostability
O Raja Noor Zaliha Raja Abd. Rahman, Mohd Shukuri Muhammad Ali.
Adam Leow Thean Chor. Malihe Masomian. Abu Bakar Salleh

Enzyme and Microbial Technology Research Centre, Faculty of Biotechnology and Biomolecular Science, Universiti
Putra Malaysia

Structural Insights into the Catalytic Mechanism of Dopamine N-acetyltransferase

O Ping-Chiang Lyu
Institute of Bioinformatics and Structural Biology, National Tsing Hua University

RVNVERZOHDT T LMYy PV) 7 25T

Artificial cell reactor technology for protein science

Oty 147 * (Hiroyuki Noji)
YRR TSRt IS AL I (Department of Applied Chemistry, Graduate School of Engineering, The University of Tokyo).
P B AR BB RE R AR ZE B 76 70 7 5 2 (ImPACT, JST)

AR

Round Table Discussion
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3WB 68228 (4) /June 22 (Thu) 8:30 ~ 11:00 Sl e

EFE) A FEEFRICHI EQAERENT77O—-F
Approaches toward innovative biological medicine from protein science

AMED E#i)/\1 # EREmEIHEREMRAERR HE

MEOHRERE Z T E T AN, FERGOEELERICIZEZ RRL L0 H 50, — 5T, kit sy 28
ﬁﬂ%%@%&@ﬁ%ﬁnrﬁw X, BURT, F 2 BERS L LI T LIS ARWVIRIRIIEH 5 K74 —TF 4

k. fEROA T T =12 i&wﬁﬁ@7/A7 TR Z Pl & L7 FEHESOBRFEIIS T 2D M, AL
a%wﬁ §x P R—bFLHIZRAI) L, —FICERTAZ LT, COHOREEZNET LI L2 HNET S,
1 2 SECEOANSEOFRER D T %,

Rapid advance in the clinical use of biopharmaceuticals, mainly antibody therapeutics is remarkable in recent years.
However, the studies on biopharmaceuticals have reached a maturity stage, and a breakthrough which can open the
way to next generation's biopharmaceuticals is desired. In this forum, introducing the new technologies to support
the development of novel protein/antibody therapeutics, we would discuss together to accelerate the speed of their

development.

F=AFAT— FRHEZ (BESXN). #BE KR (FILX)

Organizers: Yuji Ito (Kagoshima Univ.), Mitsuo Umetsu (Tohoku Univ.)

830 #gsHIC
Opening Remarks
O #i = (Yuji Tto)

JE W 5K (Kagoshima Univ.)

3WB-01 833 HHMEELY AICH T DRFERRMRRE
Technology development of antibody therapeutics in KHK

Ot 15 W (Nobuaki Takahashi)

WFIZEIES V) o MR At WRZEBH AR IFgekste = » b BISKILARMFZET (Research Core Function Laboratories Research
Function Units R&D Division, Kyowa Hakko Kirin Co., Ltd.)

3WB-02 856 (ESF_ERNREDSABEAFOEENLBE
Functional structure of small cancer therapeutic bispecific antibodies
Oi%¥ #AKHR (Ryutaro Asano)

HRUE TR - I - A4y I (Dept. of Biotech. & Life Sci., Grad. Sch. of Eng., Tokyo Univ. of Agric. & Tech.)

3WB-03 119 FATFV—=FHAL YL IINOHE : RV LLEFATF)—TENIBEBERE
Can proteins be engineered to generate a desired function from slim library ?

Ot St9¢ (Mitsuo Umestu)

Hb K - BET. - 2354 F T, (Dept. Biomol. Eng., Grad. Sch. Eng., Tohoku Univ.)

3WB-04 1942 HELEBUNERORFENEICLZRAREOHRR

Improvement of antibody functions by novel site-specific antibody modification
O #i = (Yuji Tto)

BEYL S K - PETAF - 24k (Graduate School of Sci. and Eng., Kagoshima Univ.)

3WB-05 (1005 ##&Hifk/ N1 # % —Quenchbody-siRNA & 5% U /= Her2 IR D A MBI & MIRTER S
(3P-122) Detection and destruction of Her2 positive cancer cells by Quenchbody-siRNA complex
OFm 42! (Hiroshi Ueda), B K&l ! (Hee-Jin Jeong), # 43 1.2 (Jinhua Dong), [ii] #4l 3 (Yuya Oka)

"TOK - WFZERE - ALZEWE (Lab. Chem. and Life Sci., Inst. of Innov. Res., Tokyo Tech.),
*Linyi K + {b%#{L T. (Col. of Chem. and Che. Eng., Linyi Univ.), *#{T. kP - % ¥ (Interdiscip. Grad. Sch. of Sci. Eng., Tokyo Tech.)
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3WB-06 (1019 EHEREEMIS /NI HEEK AT L PUREfrex ZALVE2 R I9G HifdDERGERR
(3P-121) Development of a method for the synthesis of aglycosylated full-length 1gG using PUREfrex
O I %58 (Satoshi Murakami), FAZR 47%% (Rena Matsumoto), 47 5% (Takashi Kanamori)

Y—r7ua i 4 7HNEH (GeneFrontier Corporation)

3WB-07 (1033 HFIalb—2ar%ERALLEIE
Drug development by using molecular simulation
O fis 52 (Tomoshi Kameda)
PERSHE - AT X% (AIRC, AIST)

[10:56] #EEEIER
Discussion

O3t St (Mitsuo Umetsu)
HIL K2 (Tohoku Univ.)

C £ (&£531# 3F B8 2) / Room C (Shirakashi 2, Conference bldg. 3F)
3WC 68228 () /June 22 (Thu) 8:30 ~ 11:00 Japanese Session

SACLA [CH 13 BEAHBEHEMADRIKERE
Recent progress and future in structural life science at SACLA

X#MEMES L —H— (XFEL) |2 X 2 & EMEHTIZ, iR CHREFHIEGOZEF 2 vwiEELz BN 2 L, K
Forfgae Hom W IRE 3 RE T O BRSNS TH 5 L V) FEN D, B4 ZECR BT 20H b, KT —2
v a v 7 CiE, HA® XFEL ik SACLA ICBWCE— AT 1 ¥ EEVEMSEORESHRERAT. WSR2 #D 2
WHes a2 et L, SR EMEREOBIRE REIZOWTERT 50

Intense, femtosecond X-ray pulses from X-ray free electron laser (XFEL) have enabled protein structure
determination before the onset of radiation damage. Recently, it is capable of visualizing structural changes in protein
by time-resolved crystallography using XFEL. We will discuss current protein structural science and future prospects
with latest topics from SACLA.

F—HFAY— @ik BIEF B, Fi2 T (REX)
Organizers: Eriko Nango (RIKEN), Toru Nakatsu (Kyoto Univ.)

(830 #RsHIC
Opening Remarks
OF§f% RB¥ (Eriko Nango)
B (RIKEN)

3WC-01 8401 SACLA D XFEL E—LSAVERBTFY b7+ —LOBRK
Current status of XFEL beamlines and experimental platforms of SACLA
OB f4 2 (Kensuke Tono)
RSB EIIZE X >~ & — (JASRD), “ELF - Bt (RIKEN RSC)

3WC-02 205 SACLA IZH\F BIRFHIREERRIT
Atomic resolution structural analysis at SACLA
Ot ik 2 (Tetsuya Masuda)

TBUKRE - B - Y (Grad. Sch. of Agri., Kyoto Univ.), FRRF - UGB ##8 G698+ >~ ¥ — (RIKEN, RSC)

3WC-03 950 ZFEEHENEMSE X ERESERITICE T 39 X0DEE
The role of spectroscopy in time-resolved X-ray crystallography of proteins
OI: B (Minoru Kubo)

B - $ B (RIKEN SPring-8 Center)
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3WC-04 55 X#BEHREFL—Y—%2RAWVEF M OLBBROBSIIBERIFICE>THLOHEL DL,
72 FERICES 70 MR TEBOMRRERE
Time-resolved XFEL crystallography reveals the mechanism of proton-pump pathway
closure driven by a ligand binding in cytochrome ¢ oxidase
OBH HE! (Atsuhiro Shimada), IR B2 (Minoru Kubo), B = (Seiki Baba),
T H Ik 2 (Hideo Ago), HIJE E# 14 (Tomitake Tsukihara), )1 45 ! (Shinya Yoshikawa)

YLLK - A @B - ¥ B (Picobiol. Inst., Grad. Sch. of Life Sci., Univ. of Hyogo), *¥ififf + SPring-8 (RIKEN, SPring-8 Center),
SEBEEERF (JASRI), “BRK « ZEAMF (Inst. for Protein Res., Osaka Univ.)

3WC-05 (10200 X#EBREFL—Y—ICKUBASHICTNRIER | EEEFOXRERE L RSP REFEEE & KD
REBFREDRISHEE
Light-induced structural changes and the site of 0=0 bond formation in PSIl revealed by XFEL
O fe! (Michi Suga), FkKH #H 12 (Fusamichi Akita), % J5l B %% 3 (Michihiro Sugahara),
/N (Minoru Kubo), H k&5 J5 8} ! (Yoshiki Nakajima), 77 FH 48 4 (So Iwata), L B4~ ! (Jian-Ren Shen)

K - BAUFIEBEME (Okayama univ.), 2JST- X X 513 (JST-PREST). *BLZMEZE/T (RIKEN SPring-8 Center),
RUERREE - EEERFSERE (Kyoto Univ.)

1045 #EE1ER

Discussion
D £ (Br#E £%= 3) / Room D (Meeting Room 3, Exhibition bldg.)
3WD 68228 (&) /June 22 (Thu) 830 ~ 11:00 SEC

EHADOREDEE : X ERMOBEFI1TITR
Structural Dynamics of Metals in Biology

BifEY) ., MAEW I ZLEO SR ICE D, AARNTORGAKR, Bk, B L Cid. BEHE L TEL L oM EH
ENTVD, =, COBRRZET-EBETLNVTHBLTHAIE, BES S5 37 o EERIIVETH 5.
ZO LT, FOMEE R L Ey, MBS S NCHEGEE L AR L TRBEERZ O SLTuhkidh
bk, TORMAIE L TOBIRESHOBEZHERL. S OICZORERE~OBEEZHD,

In this WS, we focus on some transition metals indespensable for all of lifes. To understand the molecular mechanism
of their trasnport, storage, sensing, and functionin biological system, we will discuss molecular structures and
functions of related proteins on the basis of structural biological, biochemical, biological and theoretical studies.

F—HFAY—  BREFE GERA. W B (BRERIIX)
Organizers: Kohei Tsumoto (The Univ. of Tokyo), Yoshitsugu Shiro (Univ. of Hyogo)

830 BEHA
Introduction
O%% FLii (Yoshitsugu Shiro)

FCHE A7 K (Univ. of Hyogo)

3WD-01 835 Functional and Structural Characterization of Heme Binding in Heme-regulated Proteins
Of1#% #—HE (Koichiro Ishimori)
JeK - BBt (Fac. of Sci., Hokkaido Univ.)

3WD-02 855 The NIF machinery for iron-sulfur cluster biogenesis
@) %-¢d (Takashi Fujishiro)‘ = ol TN (Yasuhiro Takahashi)
WK - BT - 431-2:% (Dept. of Biochem. Molbiol. Saitama Univ.)
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3WD-03

3WD-04
(3P-003)

3WD-05

3WD-06

3WD-07

3WD-08

[9:10]

[9:30]

[9:45]

[10:05]

[10:25]

[10:40]

By AOVHH - BIRA—N—FF P FT 1 AL X —EDFERICRETRE
Roles of metallochaperone in the activation of Cu/Zn-superoxide dismutase
Oi)Il BB (Yoshiaki Furukawa)

BEME - PLT. - {b% (Dept. of Chem., Keio Univ.)

DHREBPICE T RERT T 2N LEEa N EmEEEHIEORNA

Mechanism of the Zn2+ dependent protein quality control in the early secretory pathway

OpEp ! (Satoshi Watanabe), K H ik ! (Yuta Amagai), JEILI JFRZTIE ! (Manami Harayama).,
B4JE PHS ' (Shoji Masui), Sara Sannino’. Roberto Sitia*, FiiZE #ik ' (Kenji Inaba)
"Jidb K - £ e (IMRAM, Tohoku Univ.). *San Raffaele Institute (IRCCS San Raffaele Sci. Inst.)

AV RN TV T ONLBAARSDEEERE

Structural Basis for Heme Uptake Reaction in Corynebacteria
HI Ff) (Shigetoshi Aono)
Y F-WF (Inst. Mol. Sci.), [k #5734 + (Okazaki Inst. Integ. Biosci.)

ERIBED SHALSPICE S IEREBENL M IV AR=E—DRFFA DXL
Structure and mechanism of the heme transporter from pathogenic bacteria.
ORA % ' (Hiroshi Sugimoto)

"BRAF - St (RIKEN SPring-8 Center), “JEHilLK - B @ ¥l4% (Grad. School of Life Sci., Univ. of Hyogo)

ENDOR EICE B REHER Y KA F 27 F —EDEBEESHIBERIR

~EMER bR 2 TEIEDORRRA~

Substrate Positioning for H-Atom Abstraction in Soybean Lipoxygenase by ENDOR

Crystallography

O¥i4+ 1A ' (Masaki Horitani), Adam R. Offenbacher’. Cody A. Marcus Carr’. Tao Yu’.
Veronika Hoeke*, George E. Cutsail', Sharon Hammes-Schiffer’. Judith P. Klinman®,
Brian M. Hoffman*

YEK -+ B - 8% (Dept. of Appl. Biochem. & Food Sci., Saga Univ.), “Dept. of Chem., Univ. of Cal., Berkeley.
*Dept. of Chem., Univ of Illionois at Urbana-Champaign. ‘Dept. of Chem., Northwestern Univ.

BFHNFED I 2 L—2 3 VI KB EBEOE ORISR
Molecular Dynamics Analysis of Membrane protein structure and dynamics
OFH FHif (Yuji Sugita)

PRIF - A BB 5FE# (RIKEN Theoretical Molecular Science Laboratory)
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E £ (BriE £3%= 4) / Room E (Meeting Room 4, Exhibition bldg.)
3WE 68228 (K /June 22 (Thu) 830 ~ 11:00 Japaness Session

EQBREISOBFOVIVFTO—-T7 AV R AR
Integrative approach to Dynamical ordering of protein systems
by using multi-probes

i FIENEAR [ERDF AT LICE T BENRFIHK EmRIEEEFR

FErhkRE W A EEE S FREAIE BRONELIIFE L, COXERELZFRICELEEE, 20 L) 2EHEIR
TEERT . 5T LV, TR L OV OREZALH I L CTIEIS 4 2 L TEBLSNTE ) EREHH O
TEE RIS B4 e TEZERE L THRZ ZAMICBLAL LENSH Do TN E TITHAMEE (BT & e
TIIBEA BT AR L CE 7205, NS 2flAGDEL 2 L THNHTOBEKGESHLPIZShOo0H %, K
T—=2 v ay TTE R TN & 2 OIGHBE AT %o

Complex molecular systems comprised of various proteins respond to external stimulus from the environment,
resulting in autonomous dissociation and association of the components. Molecular-based understanding of the
dynamical ordering should require combined methods to characterize molecular complexes involved in the system.
This workshop will focus on multilateral analysis to investigate the dynamical ordering.

F=HFTAY— 2L ER RBR). LA RELE (RREHKX)
Organizers: Masaaki Sugiyama (Kyoto Univ.), Hironari Kamikubo (NAIST)

3WE-01 830 EAFRZERLPEFERMELICESEME /NI EOEERI
Structural Analysis of Dynamical Protein with Deuteration-Assisted Small-Angle Neutron
Scattering
O# 1l IEW] (Masaaki Sugiyama), J: b fii K BR (Rintaro Inouc)
FURJET (KURRI)

3WE-02 855 BEBATFHEMICKLZBEEERAGOHRBIZNMRA
Protein complex formation investigated by native mass spectrometry
OF I fatApp ! (Kentaro Ishii), #5111 1EHH 2 (Masaaki Sugiyama), JiIjE %— 1,34 (Koichi Kato),
Py o S (Susumu Uchiyama)

VLR SRR - BSR4 /3 4 (Okazaki Inst. Integ. Biosci., NINS), KUK + JFiF-%i (Research Reactor Inst., Kyoto Univ.),
Sy (IMS), “41fi K + 38 (Grad. Sch. Pharm. Sci., Nagoya City Univ.), *Bk + T. (Grad. Sch. Eng., Osaka Univ.)

3WE-03 9200 7304 FERICHIIZEAESTERS7OLRADRR
Exploring protein assembling in the amyloid fibril formation
OZR% #23 (Eri Chatani)

K - B - k4% (Grad. Sch. Sci., Kobe Univ.)

3WE-04 1045 HEOHIIZESE /N EOERIFFERIT
Integrative approach to dynamical ordering of the cell division protein
HEH M= (Junso Fujita), J5H P& 2 (Ryuhei Harada), #5111 FH& 3 (Shogo Sugiyama),
T (Takuya Yoshizawa), ¥ 54— ! (Eiichi Mizohata), J 1. 5% ! (Tsuyoshi Inoue),
PG 23 (Takayuki Uchihashi), ] & [ 2 (Yasuteru Shigeta), O {5 H 4 (Hiroyoshi Matsumura)

"B KB + T. (Grad. Sch. of Eng., Osaka Univ.), 59 K45+t (Center for Computational Sciences, Univ. of Tsukuba),
SEIRKIN A+ AFM G (Physics Department, Kanazawa Univ.),
LKA A RRE (College of Life Sciences, Ritsumeikan Univ.)
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3WE-05 11010 SEERFEHIEME TIHRILT 322N\ BOBHNKF
Dynamic ordering of protein systems visualized by high-speed atomic force microscopy
OWE &2 (Takayuki Uchihashi), #5111 #& ! (Shogo Sugiyama), /INU Fa ! (Toshiya Kozai),
BLEE PRIR 2 (Rina Yogo), #H' ZFf 4 (Sacko Yanaka), M =S 2 (Tadashi Sato),
K Flge 2 (Kazuhiro Yagi), &% fittls 3 (Tetsuya Mori), Carl J ohnson®. ZZHE filde! (Toshio Ando).,
M — 24 (Koichi Kato)

'K - BLT. - 234 + AFM (Grad. Sch. of Sic. & Eng./Bio-AFM FRC, Kanazawa Univ.),
241K - BEHl (Grad. Sch. of Pharm. Sci., Nagoya City Univ.). *Vanderbilt Univ.. ‘RWi#E &34 % / 50 F-#F (OB & IMS)

SWE-06 (1035 BEBOBAEESHEZS TSRS RTEEHREOEERIT
Structure-based analysis on the equilibrium state of a multi-component system
O AR B4 (Hironari Kamikubo), [L[I ¥ — (Yoichi Yamazaki)
RN K - WA (NAIST, MS)

2 (&34 3F A8 1) / Room B (Shirakashi 1, Conference bldg. 3F)
3WBD 6B o0 H (F) / June 22 (Thu) 14:30 ~ 17:00 Japaness Session

SUNTEHEZICE THIERERBROBR
Concert of theory and experiment in the protein science

TEOHFHOZ2MARFEEICL D . EFEROTFI - HTFL XV TORPPBTEIC > TEz, 20D, 5HBOY »
N7 BIIROFRII, HR L EROBRIPATNRTH D, T2 TERT—27 a3y T TIE, ZOX) BHECHETS
RAFOTFFEIZ DOV T, FIHETHEIIZEE ISETHE . 5RO 522 HROMRIEIZI OV THRT 50

Due to recent developments of theories, predictions and interpretations of experimental results have become possible
using advanced theories. From the development, we believe that concert of theory and experiment should be
inevitable for further development of the protein science. In this workshop, we introduce several recent studies of the
concert, and discuss further development of concert.

F=HFAY— FE R GILX). FO kg (BEZEZX)

Organizers: Takashi Yoshidome (Tohoku Univ.), Tomotaka Oroguchi (Keio Univ.)

3WBp-01 (14300 MD ¥Xab—>a BB X BIARE TRIEOEORBERSE
Protein structural fluctuations investigated by X-ray solution scattering and molecular
dynamics simulation

O Kk 12 (Tomotaka Oroguchi), FH} By 1,2 (Mao Oide). [ J&5 2] 1.2 (Koji Okajima),
Hosl e 2 (Masayoshi Nakasako), 5[] 221 2 (Takaaki Hikima), LA Hf 3% 2 (Masaki Yamamoto)
"BEMER - PR - $FL (Dept. of Phys., Keio Univ.), “BEf - SPring-8 2 > % — (RIKEN, SPring-8 Center)

3WBp-02 (1455 X#MAMELRERE S FBHNFHELZMEAEDEHARIBERITIC K2 BEOE OBERBERR

Structural investigation of proteins in solution by hybrid approach combining small-angle
X-ray scattering and molecular dynamics

OBAR = (Toru Ekimoto), W i (Mitsunori Ikeguchi)
BT K (Yokohama City Univ.)

3WBp-03 (15200 X #HEREFL—Y—2RAVEESRIFAONTI Ty K770—F

Hybrid Approach for Structural Modeling of Biological Systems from X-ray Free Electron
Laser Diffraction Patterns

O®F i (Osamu Miyashita)
SRR - GRS ITSERERE (RIKEN AICS)
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3WBp-04 15451 HARE NMREESFFENFEHEICE D 2NV EREBF v ET 1 —EBEFHRFI TOHREERARAR
(3P-098) Detecting 02 binding sites in protein cavities: T4 Lysozyme and Outer surface protein A
OdeJe 35! (Ryo Kitahara), B fash? (Tomoshi Kameda)

'Ni.4y - 32 - AIFE (Coll. of Pharm. Sci., Ritsumeikan Univ.),
TRERAIE - 7 M #EAS ) (Biotech. Res. Inst. for Drug Discovery, AIST)

3WBp-05 15581 c-Myb-KIX BI#HEEAZBEYT 57 F NO SRS
(1P-135) Rational design of a peptide inhibitor of the c-Myb-KIX interaction
OZ=#5 Bt (Shunji Suetaka), [ J58} (Yoshiki Oka), A S35 (Yuuki Hayashi), HrJf: 534" (Munchito Arai)

HOK - AL - A 4rBREE (Dept. Life Sci., The Univ. of Tokyo)

3WBp-06 (16111 #HETEADRICE DV G EAEHBRSERRELT I/ BERGOERNTFA
Theoretical Prediction of Thermostabilized Mutants for G Protein-Coupled Receptors Based
on Statistical Thermodynamics
O%H 8w >3 (Satoshi Yasuda), HeJ5 4fik 4 (Yuta Kajiwara), #5H 538 ! (Yuuki Takamuku),
WA g (Nanao Suzuki), #H #&1: 1.2 (Takeshi Murata), AT 1E5A 3 (Masahiro Kinoshita)

'T-3 KBt « B (Chiba Univ. Grad. Sch. Sci.), *T-#K « 4¥F 5 VU 7 14 (Chiba Univ. MCRC).,
SEUK - AP (Kyoto Univ. IAE), “BUkKE « = 4%} (Kyoto Univ. Grad. Sch. Ene. Sci.)

3WBp-07 (1636] /U EEEL Y bOE—EEDHLER
Comparison of computational methods for configurational entropy of protein
M= B! (Simon Hikiri), OEsy =2 (Takashi Yoshidome), HiLIT fij il ! (Mitsunori Tkeguchi)
WK - 2R (Grad. Sc. of Med. Life Sci., Yokohama City Univ.), *#{Jtk « T. « J&# (Dep. of Appl. Phys., Tohoku Univ.)

D £33 (B £3=3) / Room D (Meeting Room 3, Exhibition bldg.)
3WDD 68228 (k) /June 22 (Thu) 14:30 ~ 17:00 Japaness Session

RXAZERBRUOIVF YT Ly MEAFOEEERIT
Functional analysis of intrinsically disordered region and multi-subunit complex

AR, 7 23 HO—RIEERYIOPE, “UEEOFER . =g O X - NMR - & TS AT, KO 4
ROTFEWFHFEZBLT, BEFLNVTY U7 EOBEEBEZ IS 2IC L, 2 e R 5 BERE L HEEH
DR = 2 Lok RES, 35, By LG HEBREZ o720 =T MisEEdr £ £ 72 5 2 WRIRZ
HEHIOVEBFEH L, 4 O 72 =y POERESIVE LIZ W VT 722y MEAGRORGIE L, BUE
WHFEORTIZEA LHEATVRVET o TE v, KT—7 253y 7Tk, TNHOHIZHET 2 EEA L7z,

Structure of protein reveals function of protein at the atomic level. Although structures of many multi-subunit
complexes are solved, function of each subunit within the complexes often remains elusive. Function of intrinsically
disordered region (IDR) of protein also remains elusive. In this workshop, we focus on the functional analyses of IDR

and multi-subunit complex.

F=HFAY— B EE GILEEX). Bl X (RRX)

Organizers: Masayuki Seki (Tohoku Medical and Pharmaceutical Univ.), Masami Horikoshi (The Univ. of Tokyo)

3WDp-01 (1430 ZAFHTIZy MEAHHOIEY T 12y MO
Functional analysis of common subunit in multi-subunit protein complexes
OBY B3 (Masayuki Seki)

HALEESEK - 3 - A4k (Biochemistry Lab., Dep of Pharm. Sci., Tohoku Med. & Pharm. Univ.)
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KAZMER NV E CAMP ZETEAEOREERIT
Functional analysis of the complex containing an intrinsically-disordered protein, CAMP
Ol #E="1 (Kozo Tanaka), jllLHH P& ! (Masanori Ikeda), ¥ HI 58} ! (Hiroki Fujita),

S e 2 (Noriyuki Kodera), ¢ itk 2 (Toshio Ando), FKAf Wi H ! (Kenji Iemura),

7Kt 1E3% ' (Masayoshi Nagai)

YUK - INESIF - 4F MBS (Dept. Mol. Oncol., Inst. Dev. Aging Cancer, Tohoku Univ.),
245K - BRI - N4+ AFM (Dept. Physics, Bio-AFM, Kanazawa Univ.)

KAEMEZVNVEICES DNA 75T DRAFA FREHIEOREERR

Structural basis of a sliding mechanism of DNA clamp regulated by the intrinsically
disordered protein

O/ B! (Takashi Oda), 4% #j- ! (Ayako Sekino), f1 H2 D ! (Akari Ishiguro),
L% T2 (Sonoko Ishino), f7%f JLi 2 (Yoshizumi Ishino), ffEJHE ff ! (Mamoru Sato)

UBEIET KRR - ZE @ BERRY: (Grad. Sch. of Med. Life Sci., Yokohama City Unv.),
2JUKEE - 4 (Grad. Sch. of Bioresource & Bioenviron. Sci., Kyushu Univ.)

RAXKMESZ VNV E c-Jun EBFEAT 7 FA—2 CBP D KIX KX 1 OHEER

Interaction of the intrinsically disordered c-Jun protein with the KIX domain of the
transcriptional coactivator CBP

O £ (Satoru Yoshizaki), FKAX ffiJf§ (Yuma Suematsu), Zu B (Shunji Suetaka),
e J5L ¥+ (Tomoko Kunihara), #k 538 (Yuuki Hayashi), #7F: 554~ (Munchito Arai)

HOK - #A AL - A BiBE (Dept. Life Sci., The Univ. of Tokyo)

KAEMBETH S pS3C K M XA D, FFREA DXL DR
Clarification of molecular recognition for the intrinsically disordered region, p53 C-terminal
domain

Off i 4! (Shinji lida), )5 K 2 (Kota Kasahara), Hfy FA ! (Haruki Nakamura),
JE#% NE— ' (Junichi Higo)
"Bk - HEAWF (IPR, Osaka Univ.), 37 #ffi K « Z:fy (Col. Life Sci., Rtisumeikan Univ.)

KAEERVINVE Atg13 LK B F — b T 7 S—mB O FlEEE
Mechanism of autophagy initiation regulated by an intrinsically disordered protein, Atg13

OWH JE/E (Nobuo N. Noda)

PALAF - HE3% 2 (Lab. Struct. Biol., Inst. of Microbial Chem.)

KALWNT DTS MRENTERLIE
Intracellular information processing by intrinsically-disordered hub proteins
OXKH JEH (Motonori Ota)

%K « 154t (Sch. Info. Nagoya Univ.)

EREVEST S AT LOEHEDFHEILICEHTS TATA Ky 7 ABEESEAFDEEHIERE
Leading role of TATA box-binding protein in establishment of the complexity in eukaryotic
transcription system

OYabk 1EE (Masami Horikoshi)

PR - 5B - F62E50ERERE (Dev. Biol., IMCB, The Univ. of Tokyo)
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BERFEE  BE THEERAT 52 TFERROEE
Science of mobility-coupled functional molecular machines

2016 4/ —NOWALEE [ KOG L 68l IS5 6Nz RENRIEA T o0y F4 2 ED N5
WTdh oo M. Hidr ﬂ%f & B— =5 Y8 BEOAKS AR IR ST & 720 AL FHERIE
EAEICRFT T & 2 0V R RAEATE T & v, ARG F RIS 2R BE 2 5500 — D S RGH T & v & v ) Al
R - REZFD. KU =272 ay 7TRMSHOMEFE M E, B & TRELERE T 20 FHME BT
A B H L sty THEh TR ) 26w 4o

Both biological and synthetic molecular machines have been intensively studied for a long time. However, they have
been advanced independently, although both molecular machines have complementary advantages such as advanced
functions and flexibility in designs. In this workshop, we will discuss how we can cooperate and merge these two
highly relevant research fields.

F—HFAY - 8BF =K MFFEE/\1 ). &/ @t (BRBEMFTERE)
Organizers: Ryota lino (NINS), Ken'ya Furuta (NICT)

3WEp-01 (1430 WS FHIE : £HFF. ALFFEEAT
Science of mobility-coupled functional molecular machines: Beyond biological and synthetic ones
OfiiF 55k 12 (Ryota lino)
VELIRERHE - BIISHEG N4 o« 4 FWF (OIIB and IMS, NINS), Z&#FA - WPELRLF (Dept. Phys. Sci., SOKENDAT)

SWEp-02 (14368 & /N7EICERALHEESFDORET
Design of Mobile-coupled Functional Molecules Inspired by Biological Systems
O4%J5 #( (Kazushi Kinbara)

WK - A4y (Sch. Life Sc. & Tech., Tokyo Inst. Tech.)

3WEp-03 (15001 Artificial Protein Architectures Designed by Crystal Engineering
O ¥ BeH (Takafumi Ueno)

WK - M PLT. (Dept. of Life Sci. and Tech., Tokyo Tech.)

3WEp-04 (1524 EE&EHFE—F—DALEGHERD SEBEEA H=X s
(3P-097) Artificial design of rotary axis reveals the rotation mechanism of rotary motor.
O] #— (Jun-ichi Kishikawa), 53 A (T M (Mihori Baba), H1pPY i~ (Atsuko Nakanishi),
FE 1L 3 (Ken Yokoyama)

WEK - AEAA - A6y ¥ A T 2 (Dept. Mol. Biosci., Kyoto Sangyo Univ.)

3WEp-05 (1548 ATP #&Y 1 hOEONSD:REHE V,-ATPase ADBEA
Design of ATP Binding Site from Scratch and in V,-ATPase
O/ E it " (Takahiro Kosugi)
T (IMS), RFFA (SOKENDAL)

3WEp-06 (16121 Our trial toward engineering of a bi-directional linear molecular motor hydrolyzing
crystalline polysaccharide

Ol B 12 (Akihiko Nakamura), INA BT (Mayuko Yamamoto)s, KE #T-! (Yasuko Okuni),
R sm ok b2 (Ryota lino)

SN A ok - S TR B (Okazaki Inst. for Integr. Biosci.), “#a&riFgE KB K% (SOKENDAI),
3> FWF (Inst. for Molecular Sci.)
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3WEp-07 (16361 DNA #/ F1—7 % EEZEHT 3 REMHS FE—4—
Designing a biomolecular motor that directly drives unidirectional movement of synthetic
DNA nanotubes

Ol H &1l (Ken'ya Furuta)
TEHGE « &3k ICT (Advanced ICT, NICT)
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