7—%%3v7 / WorkShop

- ‘I WA A £38 (BF XA >7k—JL) / Room A (3F Main Hall)

8 6R7H (K /Jdune7 (Tue) 16:00~ 18:30
Q0 <«
a ; BERDT 71 ABETHHNRASDH?
4 § What can be seen through the advanced electron cryo-microscopy?
©
S B0 T4 TS T O RAE X B SR T 5, Z0RMAREO—TT, 210

EDLROMA GEFRPHERIRE L SWPE TH b0 MDA E 2 BRI TS 2 2 D2 ? KA Hedfy
TdH % microED R M EZ T 74 —DLDORT > v Xy WIMAZ WS PIZT D00 2 AT =2 ¥ a3y 7T RO
REeMATHE LB 774 FEBN L DMEEWTFOEEE Wb 2iho THL,

Resolution of the single particle analysis by cryo-EM is getting close to the atomic level, which has been achieved
mostly by X-ray crystallography. What can be seen through the advanced single particle analysis? What can be
potentially revealed by microED and tomography? In this workshop, we will discuss the future of the cryo-EM

analysis with the latest topics.

F—HFAY— 1 F7H At BRX). 20 FE GED
Organizers: Shuya Fukai(The Univ. of Tokyo), Hideki Shigematsu(RIKEN)

1WA-01 (16000 o541 ABEEHFRINEIC K DFARE R 7 Il REH%EE—— RIVEED 2.7 A HRETO
BERRI
2.7 A structure of the type 3 secretion needle by CryoEM
Ol Fi&s (Takashi Fujii), [LH A B (Yurika Yamada), #3 7% — (Keiichi Namba)
B K« 4: 4% (Frontier Biosciences, Osaka Univ.)

1WA-02 (1625 51 ABFEMRTRADWNEET—4—F RV DEEFHMIERED S TFHIE
Cryo-EM reconstruction of kinesin-microtubule complex reveals how kinesin-14 reverses its
directionality

OAZH & (Ryo Nitta)
BRF CLST (RIKEN CLST)

1WA-03 (1650 #RIEES FIEEDS. HRNAEOEOBEET
Supuramolecular structures in cellular context and large conformational changes in
extracellular proteins
bl (Kenji Iwasaki), O IR ! (Naoyuki Miyazaki), fAZAR i 2 (Atsushi Matsumoto)
"Wk - B EAMF (IPR, Osaka Univ.), i 7Bk (QST)

1WA-04 (1715 U514 FBFEMFREICEIEHESZ > /NIEDORHL
Visualization of motor proteins by cryo electron microscopy

O%7k ik (Takuo Yasunaga)
JUIK - 1L - Ay (Dept. of Biosci. Bioinfo., Faculty of Comp. Sci. Sys. Eng., Kyushu Inst. Tech.)

1WA-05 (1740 EREBEOETFRERTESIEERIT & EA TR
Electron 3D crystallography and single particle analysis of membrane proteins
OXE Dif (Koji Yonekura), HA 31 (Saori Maki), [LI'F KA (Yoshiki Yamashita)

B - SPring-8 (RIKEN SPring-8)
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1WA-06

[18:05]

BEEOEOESMEEEEZASHICT BT T A EFEMEEN FRERIR
Single-particle cryoEM analysis of membrane proteins in lipid environment elucidates
dynamic functional structure

O 758 (Hideki Shigematsu)
BUWF CLST (RIKEN CLST)

1WB

B £15 (2F £2B/975—J) / Room B (2F Multipurpose Hall)
6878 (k) /Jdune7 (Tue) 16:00 ~ 18:30

ERPFEHUADRAN—-RAETI T :

RSNEHAT— oD S5EGA FOMHERRESIEHT

Biomolecule analyses based on Sparse Modeling:

Extracting the maximum amount of information of biomolecules from
limited amount of data

Mg FWNRHAE [AN—RAET ) I ORMLER/RTT — 2 BT Z DRI ]

7= 5 B K LI B 2 S8 AT 2R AT ETH B AX=AE 7)) ¥ 7 (SM) 1, B4 7 FHll
BB TT = oMEHHzH HWTHEHTE 5. KT -2 a v 7d, WEHEAICBT 28 —#o SM s
EFHN T — & 0 5 A dn e F ORI - B 2 D 2 BRI SO 2 B U C, A FEHIl oM EERE T % < T
BN 2 ¥RH 2 R HIEL T, Fresirsidntse Teitte ) > 7] LoMMETRES 2.

Sparse modeling (SM) is a method of statistical science, which can maximally extract information from date of

natural science to discover hidden rules in it. In this workshop, the recent advancements in SM and its applications to

biomolecular measurements will be presented to explore clues to solve their common problems.

F—=AFAY— KRNI R GEHD. MA ik (BEHAERR)
Organizers: Takanori Kigawa(RIKEN), Teppei Ikeya(Tokyo Metropolitan Univ.)

1wB-01

1WB-02

1WB-03

[16:00]

[16:10]

[16:40]

[17:08]

(=421
Opening Remarks

PIBEHAC BT B AN=RAETI T
Measurement technology and sparse modeling
Ot H S (Shiro Tkeda)

HEBF (The Institute of Statistical Mathematics)

193FFRET F—RERTFHNE I aAL—2aVIiEB RV INIEEA1FT I AR
Protein dynamics studied by single-molecule FRET and molecular dynamics simulation
Ok BEfh (Yasuhiro Matsunaga)

U - FI5ERL4: (RIKEN AICS)

NMR ANYT I D SIE LILVER 2GS /=0 DEHIRFEIC K B RFTE

Parameter Search Method for Accurate Analyses of NMR Spectra

OBpg mips 12 (Takuma Kasai), 7k H £ = 345 (Kenji Nagata), [ FLA 3 (Masato Okada),
AN B 20 (Takanori Kigawa)

"PRWF - A/ A5 A (RIKEN QBiC), 2JST - CREST (CREST, JST), *Hik - # 4l (Grad. Sch. of Fron. Sci., Univ. of Tokyo),
ERHF - N THIRE (AIRC, AIST), *JST + X X313 (PRESTO, IST), “HET.K - f§#RBET. (Sch. of Comput., Tokyo Inst. of Tech.)
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1WB-04 (1730 X#RBEHBAEFL—Y—HER SACLA IC&BEGRAMBEDIRK & XRET — 2 BIF
Massive data analysis for biological reseach at SACLA

O3 P E (Yasumasa Joti)
JASRI XFEL

1WB-05 (1755 Hybrid approaches to characterize structure and dynamics of biomolecular systems from
single molecule experiments

O Florence Tama'?

'Department of Physics, Nagoya University.
’Advanced Institute for Computational Science, RIKEN

[1820] #AEEtEH

Discussion

1WC C £18 (4F 411) / Room C (4F 411)
687H (AK) /June7 (Tue) 16:00~ 18:30

ERHEOHEEH» SHRAFBRENE
Oxygen biology decoded from functional modifications of proteins

g FNTEEIR [BRFZ2EMET 2EMOMILRERIER]

HARDPRFZ EO L) ITEM L, ZHTHEIS S 222 T 57201203, AREBRT 2FE R T (¥ 237 H) LA
WCORRFEY 7 FIVEA - R IR 2 P EETH L, KV RTTATIE, F NV HIZLBERFEY T
FOVEEA - ZBOFEAFEEIIZE§ 2RI OE L . ZOBMSITED CH% in vivolREY 7T VA XA =T Y 7§
MBS % AR %o

Elucidating the mechanism underlying oxygen perception by protein and its signal transduction to cells is important for
understaning how living body sense oxygen and adapt from its environment. In this symposium, we will introduce current
topics on the basic mechanisms underlying functional modifications of proteins by oxygen (or oxygen-derived reactive
species), and their (patho)physiological significance, and new technologies to visualize oxygen signaling in vivo.

F—AFAV— FFEE REPER). BH ELR EBHRE/N )

Organizers: Yasuo Mori(Kyoto Univ.), Motohiro Nishida(Okazaki Inst. for Integrative Biosci.)

(16001 (XU&IC
Opening Remarks
O#% %82k (Yasuo Mori)

HAR K% (Kyoto Univ.)

1WC-01 (1605 EMEEREREESR NADPH F+>4—+t (Nox) 77 I U—DRENEE
Regulatory mechanism for the Nox family of ROS-producing NADPH oxidases
OfEAR il (Hideki Sumimoto)

Juk - BElE - A2{b4% (Dept. of Biochem., Kyushu Univ. Grad. Sch. of Med. Sci.)

1WC-02 11635 MEFHEXILAF FICES GMP KEFETOTA 3 F—ED AT A U BREEMEN L
FRRERI 2

Functional regulation of cGMP-dependent protein kinase via sulfhydryl modification by
electrophilic nucleotide

O 24t (Tomohiro Sawa)
REACK « Bk anEle - 3429 (Dept. Microbiol., Grad. Sch. Med. Sci., Kumamoto Univ.)
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1WC-03 [1705] GTP #EAEOENMAEEHEZNLAOHI b2 FY7REER
Cardiac mitochondrial quality control via functional modification of GTP-binding protein
O gz 123 (Motohiro Nishida)

"RIERE G N A A (ZEBEWE) - OMiEBR S 2 F )V (Div. Cardiocire. Signal., Okazaki Inst. Integr. Biosci. (Natl. Inst. Physiol. Sci.)).
JUKBEHE - A1 HEHIES (Dep. Transl. Pharm. Sci., Grad. Sch. Pharm. Sci., Kyushu Univ.),
JIST & &A% [ BACHE (JST, PRESTO)

1WC-04 (1730 AHABE ATP A X—I 2 I hSERE ATP DRARERS

Exploring relationship between oxygen and ATP using live cell ATP imaging
O4AF L (Hiromi Imamura)

5K« A4y (Grad. Bio., Kyoto Univ.)

1WC-05 (1800 #BAAEHY KXy S+ —IlHT B F LY —DHEE
Molecular probes for the cellular second messengers

OFI # (Takashi Morii)

HUK « T AW (Inst. Adv. Energy, Kyoto Univ.)

‘I WD D £15 (4F 412) / Room D (4F 412)
6B 78 (k) /Jdune7 (Tue) 16:00 ~ 18:30

BRHOBEOHHFEEZAS Y TIVER

Sample purification as a foundation of cutting-edge protein science

FEHE OB EWEE ORI L > CEME L FEPHEET Do TNEFNOEHEOMEEICISL, HEORW
P TN EREET D LT R, BFROEBE LG 2 &b S, T, S AN 2 R E O,
HDHVITRIROEBAEEEROFERL a‘owffi%*uﬂﬁvscé'aétﬁ 12, FEREOREZHALTCWAELEE, 4BOEAE
B, B EGRF 2L AAEBELE LT EHEORKBE 1I2oWTHEm L7z,

Succeeding in sample preparation is essential for structural and functional characterizations in protein science. In this
symposium, experts who have extensive experiences in academia or in industry will discuss about sample purification,
especially in the cases of challenging targets such as endogenous protein assemblies, recombinant membrane proteins,
and drug-target proteins.

F—HFTAY— FTH EE (EIRILF—IDNREMIETERE) . B £ (@I F IR MAEERE)
Organizers: Toshiya Senda(KEK), Fumiaki Yumoto(KEK)

{WD-01 1(i600] EBMEED B /NTE Wnt3a DEIFER - REEORREZOFEEREADL VINT b
Active and water-soluble form of lipidated Wnt protein is maintained by a serum
glycoprotein afamin

=) BT (Emiko Mihara), “EJI: 757 (Hidenori Hirai), OfA $#— (Junichi Takagi)
Bk -+ #F1F (Inst. Protein Res., Osaka Univ.)

{WD-02 (1625 EERICHITEEAERR

Protein purification in the industry
OB H & (Hitoshi Sakashita)
PERSHF + 734 F A F 1 F)V (BMD.,AIST)

1WD-03 (650 EEEEEOMWELERI - R
Expression, purification, and Thermostabilization of membrane proteins

OMm &+ 1.2 (Takeshi Murata)
'3k - B - {b%% (Dept. of Chem., Science, Chiba University), “JST + & X 23l1J (PRESTO, JST)
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1WD-04 (1715 b MEERMERZBOEBILEEZ O NIEEEHORR - B
Expression and purification of mammalian membrane protein complex from human
cultured cells

ORM A (Yasuhisa Kimura)

TREE - B - S ZE S (Div. Appl. Life Sci., Grad. Sch. of Agri., Kyoto Univ.)

1WD-05 (17400 72 EFS POV R 7HRREESHEDORERE
Purification of respiratory complexes from bovine heart mitochondria
OftilE (Hi) 25T (Kyoko Shinzawa-Itoh)

JEHEBLAE K - B Ay PR (Dept. of Life Sci., Univ. of Hyogo)

1WD-06 (1805] HIFEEHSDBAFESHDER
Purification of multi-subunit protein complexes
O%3% g 23 (Naruhiko Adachi), T Bkt (Toshiya Senda)
" R BEHE - WHERE - PF - M53%2E% (SBRC, PE, IMSS, KEK), *JST + & & 2% (PRESTO, JST), *#MfK (SOKEN Univ.)

1 WE E &15 (4F 413) / Room E (4F 413)
6A7H (K /June7 (Tue) 16:00~ 18:30

IEE - 4 N7 B OHE(ERMAR DR
Innovations in studying lipid-protein interactions

PRE LS 3 EOMENEROARE R L, ZOAMER2 B 572012013, £3 THEZ So#KEEILEw %
WIS L CHl) A7 o 7o BB LN IRE 2 RS 2 LERH 50 %5, WE, TRERBHKEO S ILEwIL,
HKIZETFIZ KL HARERERITET 20 F 2R e LBEOFERTF L, KES#EIETERWrLTHL, INHD
BELZMOELZEDTEL, KIE TR WVERDEIZOWTO—REOE I FEORIIEL L iR T 5.

To understand the nature of lipid-protein interaction and reveal its biological significance, it is necessary to solve
how poorly water-soluble lipids are treated in aqueous experimental systems. In this workshop, we would like to

share and discuss current developments and perspectives of research on hydrophobic biomolecules, including lipids,

hydrophobic drugs, and membrane proteins.

F—=HFAY— 8 B (KIRAK) . #E 5 (KBRKX)
Organizers: Shigeru Sugiyama(Osaka Univ.), Shigeru Matsuoka(Osaka Univ.)

1WE-01 (1600 BEdM(LAP—ENEREESHOBERITART/ZERY A
Practical approaches for structure analysis of target proteins complexed with low water-
soluble compounds
AN A (Shigeru Sugiyama), 1. 5t 3 (Tsuyoshi Inoue), #x BAS (Yusuke Mori),
A H EHE (Michio Murata)

"B kBt - B (Grad. Sch. of Sci., Osaka Univ.),
*JST - ERATO JRE M%7 1 ¥ = 7 + (JST-ERATO, Lipid Active Structure Project),
SPR KRR + T. (Grad. Sch. of Eng., Osaka Univ.)

1WE-02 (1625 REEAEEHEE &% /N EDEERIREICH T B IEEEDEE
On the role of lipid bilayer in the ligand recognition by fatty acid-binding protein
O 2 (Shigeru Matsuoka), A H 3 M 1.2 (Michio Murata)
"Bk - B - {k4 (Grad. Sch. Sci., Osaka Univ.), “JST-ERATO A HIIFE GRS 712 ¥ = 7 b (JST-ERATO, Murata PRJ)
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1WE-03

1WE-04

1WE-05

1WE-06

[16:50]

[17:40]

[18:05]

HOKBENBRINGE VNI ET ) T NDOFRREE DDS ADIEH

Development of protein nano-capsule including poorly water-soluble anti-cancer drug and
its application for DDS

Oxz k& (Takashi Inui)
KHFK « A BRsERbey - o 244k (Applied Life Sci., Grad. Sch. of Life and Environ. Sci., Osaka Pref. Univ.)

N=7NFA7NVFNEEEE) VEEEZRVE in vitro B2 N7 BHRA DR

Development of novel phospholipids containing the perfluoroalkyl groups for in vitro
studies of membrane proteins

OB IEH (Masashi Sonoyama)
BEEK - BEPET (Div. Mol. Sci., Gunma Univ.)

BAR & /N B & B HBIRR DR EER X
Plasma membrane morphogenesis by the BAR domain superfamily proteins
OFXWK EHRB (Shiro Suetsugu)

LR K« 754 F ¥4 =~ X (Grad Sch Biol Sci, NAIST)

EAEEE ZHHT % b5 2 AKR— 2 —DIERIEERRT CHEERRR
Structure and function of drug efflux transporter
O# I J& (Satoshi Murakami)

WK - BT - 4324y (Dept. Life Science, Tokyo Inst. Technol.)

(37)
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2WA A &35 (BF X+ >7Ak—JL) / Room A (3F Main Hall)
6B8H (K)/June 8 (Wed.) 16:00 ~ 18:30

% 1 B APPA E#7—7av7
The 1st APPA-PSSJ joint workshop

1 . KBRAFZEOE MK

Asia Pacific Protein Association (APPA) (X, 7 ¥ 7 KFFE#ls CoEHENIIE D1 & %% B8 L T 2004 4E127%
I E N AR T (http//www.pssjjp/APPA/)e BAEDOZSINE - #biix, +—A S50 7. HE., BE. 1~ .
AYRATTHE HE, vL—=37, 2a—Y=F VK J4) vV Y UHR=I, ¥4, XhF LD 13 TH,
APPA OFFERIT HAEAEFEEOFICEIN T E T, . TIFE TR (2004). 4 — A M5 77 7 ¥ X (2008).
HE - B (2011), EE - BINE (2014) TY YR AERMEL. RO Y RI T AL 2017 5. F A THREOTE
T9o 205411 AIBHIZA=ATINTVT -« Fv XTI TSI/ APPA #7 » VIVEEET, HARD S, 2016 4F
R TORARTERFEESIIBWTAPPA Y — 22 ay F2HITAIEDREENT Lz, RETE LM ES N
% &40, APPA KEICBWCH FBEOREZT) T EEEENE Le KTY—2 v a vy T8, 7TI7 - KFEER
BZBUT2EHERFEOREICKESCEMT S 2L 2o TV E T,

The Asia Pacific Protein Association (APPA), founded in 2004, aims at advancing cooperation and collaboration in
all aspects of protein science among countries in the Asia Pacific region (http://www.pssj.jp/APPA/). Participating
countries include Australia, China, Chinese Taipei, India, Indonesia, Japan, Korea, Malaysia, New Zealand,
Philippines, Singapore, Thailand, and Vietnam. APPA organizes an International Conference that provides an
international forum to support communication, cooperation and collaboration. The office of APPA has been placed
in the office of the Protein Science Society of Japan. The past Symposiums were held at Yokohama, Japan (2004),
Cairns, Australia (2008), Shanghai, China (2011), and Jeju Island, Korea (2014). The next symposium will be held in
2017 in Thailand.

At the Council Meeting at Canberra, Australia in November 15, 2015, PSSJ kindly proposed to organize a joint
workshop as a session during the annual meeting in 2016 at Fukuoka. Councils of APPA appreciated this wonderful
proposal and agreed that other regional societies encourage to similarly having APPA sessions at their meetings. We
believe that this workshop further contribute to advancing protein science among Asia Pacific region.

F—=HFTAY— RIE RREE (KBRAK). i ] CKIRX)

Organizers: Chojiro Kojima(Osaka Univ.), Kaoru Mitsuoka(Osaka Univ.)

2WA-01 (1600 Asia Pacific Protein Association and the aims of APPA Workshop
O Yuji Goto' . Hiroki Shirai’, Haruki Nakamura®

'APPA, past President and the Institute for Protein Research, Osaka University.
*APPA Council and Astellas Pharma Co., Ltd.. *APPA Council and the Institute for Protein Research, Osaka University

2WA-02 (16101 Molecular switching of DNA replication fork complex revealed by single particle analysis
O Kouta Mayanagi
Medical Institute of Bioregulation, Kyushu University

2WA-03 1[1630] Pseudoatomic structure of the tripartite multidrug efflux pump AcrAB-TolC reveals the
intermeshing cogwheel-like interaction between AcrA and TolC

Hyeongseop Jeong' . Jin-Sik Kim’, Saemee Song’. Hideki Shigematsu’.
Takeshi Yokoyama®’, O Jaekyung Hyun' . Nam-Chul Ha’

'Nano-Bio Electron Microscopy Research Team, Korea Basic Science Institute.

’Department of Agricultural Biotechnology, Center for Food and Bioconvergence, Center for Food Safety and
Toxicology, Research Institute for Agricultural and Life Sciences, Seoul National University.

*Division of Structural and Synthetic Biology, RIKEN Center for Life Science Technologies

2WA-04 (17000 Cryo-EM study of nucleosome and 30nm chromatin fiber
O Ping Zhu

Institute of Biophysics, Chinese Academy of Sciences

(38)



2WA-05 117301 Unconventional myosins as cellular transporters and mechano-force sensors
O Mingjie Zhang

Division of Life Science, Hong Kong University of Science and Technology

2WA-06 (1800] Structural Studies Using X-ray Diffraction
O Atsushi Nakagawa

Institute for Protein Research, Osaka University

ZWB B £18 (2F £B#7A—JL) / Room B (2F Multipurpose Hall)
6888 (K)/June 8 (Wed.) 16:00 ~ 18:30

SACLA HR< V717 1 L PP HERIBEFORAR
Recent progress in serial femtosecond crystallography at SACLA

XMEHHET L —— (XFEL) % Z 8O &EH RS ISR L TSRS 22U 7V 7 = & M iiES (SFX)
DESENFE LV, KT =2 23y 7 TlE, HARD XFEL fiifk SACLA 1238\ TE FVE R & O SR AT  Fr A A7 L E
B EIRAT . B AT ICHED DI E B SRR E A 3L L. B EMER O RKIZOWTHERT 5o

Serial femtosecond crystallography using X-ray Free Electron Laser occurs some new approaches for protein
crystallography. In this workshop, we discuss the future of protein structural study with radiation damage-free
crystallography, new phase determination method, time resolved protein crystallography,and membrane protein
structural analysis at SACLA.

F=HFAY— = RER). B K— (KX
Organizers: Toru Nakatsu(Kyoto Univ.), Eiichi Mizohata(Osaka Univ.)

2WB-01 (1600] SACLAICHEWFB VTN T L b2 NG EREBBERITORIX
Protein structure determination with serial femtosecond crystallography at SACLA
Owpit % (Toru Nakatsu)
UK - 3 - Hi/E (Structbl., Grad Sch. of Pharm., Kyoto Univ.)

2WB-02 11630 #HRIAFEROBERITEORMREICHIF 2R B H
Methodological Development in Structure Determination of in vivo grown crystals
OB A Y1 (Fumiaki Yumoto)
WeZEWFE . Wk, KEK (SBRC, IMSS, KEK)

2WB-03 (17000 SACLA A#2EA L /=R & B EMES TR O REEGEE
Damage-free, room-temperature structures of copper-containing nitrite reductase revealed
by SACLA

Ot — (Eiichi Mizohata)
Bk - I - ik (Dept. of Applied Chem., Grad. Sch. of Eng., Osaka Univ.)

2WB-04 (1730 X#BEHREFL—Y—%FML\/= GPCR DOEEFIf
Structure determination using X-ray free-electron lasers
OEAT 3#ERB (Tatsuro Shimamura)
KUK - [ (Fac. of Med., Kyoto Univ.)
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2WB-05 (18000 ESEIS)TINT LMY XBERBERRICES/NITIA0RNT S ORRGEREFEE
Structural dynamics of bacteriorhodopsin using time-resolved serial femtosecond
crystallography at SACLA
Otk BBy 12 (Eriko Nango), 7 H 1.2 (So Iwata)
VB - HeSHE (RSC). ZBUKBEEE (Grad. Sch. of Med., Kyoto Univ.)

2WC C 15 (4F 411) /Room C (4F 411)
6A8H (K) /June 8 (Wed) 16:00~ 18:30
EAHZREBEF—7 EL TRV UL UVDEFRIROBIR
New Bicatalysts Using a Protein as a Reaction Scaffold

i FNEEMR [SHEMERRRSORREZIER L /REFERICSE ORI ]

BEO R CHICEERLEELZ BT 27 I VB0 3R E . BEOE FHEICED L7200 ed e L CEE
EEE R L CwE, FAxld, CORAECHICER L, BHEONZE (BRLALFIBHIS) (2 X A ETEOR
B 7w B, OSIRYE, A oS AR LFEORIE, F L CIERROIHI AR N LEZOAIREZD I L TWnh, KT —
7 ay 7T BABER RS & T 58 L WARMBEORSCHRmNEL, H5HVIETEMIEHIZOWT, The
NDOAYE =T =D OBEERET L FETH Do

doysyxiom
(8 aunr) Z Aeqg

We have recently focused on a protein scaffold in which a catalytic reaction proceeds smoothly and modified various
proteins by mutagenetic and/or chemical methods to construct a new biocatalyst with a good reactivity and selectivity.
In this workshop,the speakers present their recent results toward the design and preparation of new biocatalysis systems.

F=HFAYV— MK EL (KEX). &8 K= (BEEX)
Organizers: Takashi Hayashi(Osaka Univ.), Osami Shoji(Nagoya Univ.)

(16001 (EUSHIC
Opening Remarks

2WC-01 (1605) REEEFEZVNIEFYET 1 —RICBEIEILLIENSFNATY) v FRIEORIR
A Biohybrid Catalyst Harboring a Metal Complex within a Protein Cavity
O/NFFH B! (Akira Onoda), #f 52 2 (Takashi Hayashi)
"Bk + T - WAk (Dept. of Applied Chem., Osaka Univ.), *Bk - T. - &4k (Dept. of Applied Chem., Osaka Univ.)

2WC-02 (1625 £HBAFICEBERMEBEFEZZA LN T Y FEEDRIR
Creation of hybrid catalysts of transition metal complexes with biopolymers
O &5 (Hiroyasu Yamaguchi), /NBR #5—HB (Yuichiro Kobayashi), & J&s #&fill (Yoshinori Takashima),
1)\ %A~ (Akihito Hashidzume), J§HI B (Akira Harada)
K - B (Grad. Sch. of Sci., Osaka Univ.)

2WC-03 11650 F# &N BADBERHFHICED  EFMIEORIKE KU RISHEHIE
Development of biocatalysts and their reactivity regulation based on structural
characteristics of parent proteins

O &0 (Takashi Matsuo)
Zs AR« W A (Grad. Sch. Mater. Sci., Nara Inst. Sci. Tech.)

2WC-04 (1715 EEREVLIEEE T Y A TFAURICRT B IERIOTE

Computetional Study of Molecular Catalyst with Enzymatic Functionality
OEAI # (Junya Hasegawa)
dek -« fultERR (ICAT, Hokkaido Univ.)
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2WC-05

2WC-06

(1740 EEEEFE THET 2BHFESMHORE

Design of new bioconjugates for biocatalaysis at solid substrate surface
Ofhi 4 Mufd 12 (Noriho Kamiya)

YLk - T S HAEEE (Dept. of Appl. Chem., Grad. Sch. of Eng., Kyushu Univ.),
Uk - KAkt - 234 5 27 (Div. Biotechnol., Cent. for Future Chem., Kyushu Univ.)

(1805 ERLIEHEIC KD RISERBFIE EHAKT IV 2 OKBLRIG

Control of substrate binding by Substrate Analogs for Gaseous alkane hydroxylation
O] &= (Osami Shoji)

4K - B - WP P42 (Grad. Sch. Sci. Nagoya Univ.)

2D

D £15 (4F 412) / Room D (4F 412)
6888 (K /June 8 (Wed.) 16:00 ~ 18:30

EREFEOEY JTF—2 AV EEREBENM AL 72971 7 ADERH
New steps of structural bioinformatics on life science big data

BFEEFLGHICBWC, [Ev 7 7—=% ] N LVWIAE L7510 Twh, ZN Tl
EZOFRBIZBVTIE, Ev 7 TF—=F 30X RH LA IN2 SO HINE 7256 LTWDLD7E5 )
COBRIIHTAHEZ KD D720, HENA T A T+ 7T 4 7 ADOFHTIHEL TV AIIEHIZ. ZhFho
FTHOLE2—% LT H60VEDE, EOBEEZE) . Ev 77— 120 D ¥ YRV ERVERE 2 Th b,

"Big data" has laid big impact on many fields in science and the field of structural bioinformatics is no exception.
However the specific impact of "big data" and its effect on the future direction of the discipline is not clear yet. To
elucidate these unclear points, we will invite six researchers in the field and they will review and present the recent

advancements in protein informatics based on the big data.

AR, BRIC vy Bk

F=HFTAY— HR B (BERDOKK). FBKRZEE (RRK)

Organizers: Kei Yura(Ochanomizu Univ.), Kentaro Shimizu(The Univ. of Tokyo)

2WD-01

2WD-02

2WD-03

(1600] (LIS
Opening Remarks

O R #, (Kei Yura)
BE DKL K (Ochanomizu Univ.)

(1608 & N B OBEMRE LS - WBERHH & OMBAIERIARNT

Comprehensive analysis of relationship between protein solubility and sequence / structure

properties
Oty 3o ! (Shugo Nakamura), 3 348 2 (Tatsuya Niwa), &K &% HR ! (Kentaro Shimizu),
T ek 2 (Hideki Taguchi), I Hitl 3 (Takuya Ueda)

"HOK - BREE - BT (Dept. of Biotech., Univ. of Tokyo),
THCTK - BEZEBLT. - 243 H8 T (Dept. of Biomol. Eng., Tokyo Inst. Tech.),
SHOK - BEF IR« A F 4 ANV A (Dept. of Med. Genome Sci., Univ. of Tokyo)

[1627] KEDEFITF—2 D SIFIEEZRD

Exploiting a large sequence database to understand the principles of protein structures

O% 3% ¥ (Akira R. Kinjo)
B K « & EHAF (Inst. Protein Res., Osaka Univ.)

1651 & rF/ Lh—BBERD R /N7 BIEED 5 DIEME : Exome 6500 & JPNTK Z (S

Human single nucleotide variants on protein 3D structures: lesson from Exome 6500 and

1KJPN analyses
Opi PE! (Hafumi Nishi), HH fi— 2 (Junichi Nakata), ARF & 1.2 (Kengo Kinoshita)
bk - Bt LR (Grad. Sch. Info. Sci., Tohoku Univ.), *HLJtk - ToMMo (ToMMo, Tohoku Univ.)
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2WD-04

2WD-05

2WD-06

[17:39]

[18:03]

[18:27]

GGIP: GPCR FEHEERANT FRIFE

GGIP: structure and sequence-based GPCR-GPCR interaction pair predictor

OMRA fifi ' (Wataru Nemoto), [11P§ 25 ## * (Yoshihiro Yamanishi), Vachiranee Limviphuvadh’.
s 4 (Hiroyuki Toh)

YRR - PIT - PR (Life Sci. & Eng., Grad. Sch. of Sci. & Eng., TDU), 2Juk - ZEB;[E (MiB, Kyushu. Univ.),
BII, A*STAR. ‘[Vi%kek - BT - 24 PEIL (Dept. Biomed.Chem., Scl. of Sci & Tech., Kwansei Gakuin Univ.)

BERAFDT7 771 E1 T 1 ER/EY A MRUZDEDHEEHD DNA OFFiEDRIF
Transcription factor activities are associated with intrinsic conformational dynamics of
binding-sites and distal flanking-regions

O FHk (Hidetoshi Kono)

TG « 013 3 2 L— ¥ 3 ¥ (Molecular Modeling and Simulation, QST)

BIRSZRICET /=5 N R BRSO XE LLEARIR
Massive comparative analysis of protein-ligand binding sites for drug discovery

O®EH i KER (Kentaro Tomii)
FERHE (AIST)

BbYIC

Closing Remarks

Ok #% BR (Kentaro Shimizu)
BT (The Univ. of Tokyo)

2WE

E £18 (4F 413) / Room E (4F 413)
6888 (K)/June 8 (Wed.) 16:00 ~ 18:30

EOAHERORTEE EREFIEDRAR
Advances in the stability and immunogenicity of therapeutic proteins

PUREE LR COBEAEEEIFBEOSTE L, SHBROEICHENED s G, —F., EHEOBEMEMEICHNRT
LEEONDOEN D Do W, B I NTWEHDIE, BHEOLFAEH, BEAER, BIORERETH L, KT —
7 vay 7TIE, TNSOBEIZOWT, FHMEHEOME., HIH] - ARETEORSE. RO, (Y HATWS

TATIT ERFEOMEFIC L HEEEE L, BIRE T 5 & & b IZHROMEREIZ OV TR T 5.

Recently, as for therapeutic proteins, chemical modifications and formation of aggregates are concerned because
of their potential risk of immunogenicity. In this workshop, speakers from academic and industrial researchers
will present the current status of the biophysical characterizations of protein modification and aggregates and also

evaluation of their immunogenicity, Future prospects of this research topic will be also discussed.

F=HFAY— Rl & (KkX). 6F BF (Bir@EEs)
Organizers: Susumu Uchiyama(Osaka Univ.), Akiko Ishii(NIHS)

2WE-01

2WE-02

o0 EREEROVIELFHFERTICHE I Z2EEEHZEORE

How protein sciences contribute to biophysical characterizations of therapeutic proteins?

OWII # (Susumu Uchiyama)
B K « 1. (Grad Sch. of Eng., Osaka Univ.)

(1625 FAE 7 T—RICHTF B/ FEROMIEEZIR

Physicochemical Analysis of Biologics in Reseasrch Phase

O # (Jun Hasegawa)
H—=4k (Bk) - £ 4 7 1 WFEPT (Modality Research Laboratories, Daiichi Sankyo Co., Ltd.)
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2WE-03

2WE-04

2WE-05

2WE-06

[16:50] MEHABRIC K DMAFREHEERETFRICONT

[17:15]

[17:40]

[18:05]

Estimation of Aggregation rate based on Accelerated Stability Test
O%E K (Ryota Abe)

T AT T A - WVERF - 54T 4 BF (Astellas Pharma Inc., ARL, AS4)

N AERR MR VONVEEER) OnEERRERY
Quality and immunogenicity of therapeutic proteins
Of1H: B+ (Akiko Ishii-Watabe)

[ LR - 2R3 (NTHS)

EREEEMORERIERF CIREKTE
Mechanisms and clinical significance of immunogenicity on therapeutic proteins
Ok 32 (Yoshiro Saito)

[EIN i PRSE%e 4 (Div of Medicinal Safety Sci., Natl. Inst. Health Sci.)

RERRFEROREREFTME KU RERIEERER
Evaluation of immunogenicity and deimmunization strategy of next generation antibodies
O %2 (Tomoyuki Igawa)

A R RR R 4 BFZEAGER (Chugai Pharmaceutical Co., Ltd. Research Division)
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3WC C &35 (4F 411) / Room C (4F 411)
689H (K)/June 9 (Thu) 900~ 11:30

AIBICHR A XEN/-BHEICE D ERRROBIBK
Reconstitution of cellular events using artificially customized protein
molecules

V) YRR N A 0 & T ARIRBRIEM (WA YA -2 ay) &, BABEEZ R LK) 7T N5 g
FAGFNEENEEDL AT =72 ay TTRERNTRES DRI LA AT <A ¥ =T 3 ¥z Pl 25 <.
KIKRO B TR EE 2 FROMININT CATI B A AI R A ¥ =2 a V2B AT MMz E2findob Lk
b, BAY <A XENT250F % H T2 SEHER RSB REAT OWEJE I L /N5 5o

Post-translational modifications such as phosphorylation and glycosylation are “customizations” to endow
polypeptide chains with their specific functionalities. This workshop will focus on advanced technologies to reproduce
physiological customizations or to introduce artificial customizations into polypeptide chains, which will accelerate

understanding of cellular events in the field of structural life science.

F—HFAY— R EM BOEMLK) . hE EE (BEEMILK)
Organizers: Terukazu Nogi(Yokohama City Univ.), Tadashi Satoh(Nagoya City Univ.)

900 FLBHIC
Opening Remarks
OXK SAl (Terukazu Nogi)

BT 37 K %% (Yokohama City Univ.)

3WC-01 03 {tEEREFIALZZVINVHE. RN EOHEERARE
Synthetic protein as a tool for the functional analysis of protein and glycoprotein
Odefi #145 (Hironobu Hojo)

B K« & FAF (Inst. for Prot. Res., Osaka Univ.)

3WC-02 24 #EHZEBHNE L2 NV EREEEEBOEGEERE
Structural basis for protein quality control systems mediated by glycan tags
Ok b 12 (Tadashi Satoh), Tong Zhu', R B (Takayasu Toshimori),
T 39 134 (Takumi Yamaguchi), JlIE 5%&— 1,34 (Koichi Kato)

"Z70K -+ Be3E (Grad. Sch. of Pharm. Sci., Nagoya City Univ.), “JST + & X 75t} (JST, PRESTO), *43FMF (Inst. Mol. Sci.).
&34+ (Okazaki Inst. Integr. Biosci.), *ALBESEHEA (JAIST)

3WC-03 9451 FXRATI/ENDBAILEDEZVNVEREOAINHARZTAX

Artificial customization of protein functions by introducing nonnatural amino acids
O # bl (Takahiro Hohsaka)

JeBESENE K - < 5 1 7 )V (School of Materials Sci., JAIST)

3WC-04 (10061 EBLIFFREY in vivoXZEiBix%Z AV EMBRAIDENR & >/ BB E (ERRHR

In vivo analysis of dynamic protein-protein interactions using site-directed photo-

crosslinking

O fisg ! (Hiroyuki Mori), =% 5EK ! (Ryoji Miyazaki), HJFH #fd 1 ! (Yukiko Machida)s,
=g — ! (Kazuya Mito), fu] & @ A ! (Ayumi Ga), FKILI Sl BR ! (Koichiro Akiyama),
KM OHEE! (Yasushi Daimon), 4 Jf ¥ ! (Chigusa Masui), 5 %5 11 2 (Tomoya Tsukazaki),
il (Naoshi Dohmae), & H 7 — B 4 (Shin-ichiro Narita), FkILI J5 )& ! (Yoshinori Akiyama)
150d + 4 VAR (Inst. Virus Res,, Kyoto Univ.), 2818k + /54 % (Grad. Sch. Biosci., NAIST).
SPERF - CSRS (CSRS, Riken), *BMK - %238 (Facul. Nutri. Sci., Univ. Morioka)
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3WC-05 11027 HMRIA TRV 2BREEHEZAL/ZEZ NI EORR L FE
Preparation and evaluation of a protein with post-translational modifications
OF H 38 (Kyohei Arita), 4R FEbh (Takahiro Matsuo), Ak {fiEliil (Kaikou Hirabayashi),
A % A 2 (Rumie Matsumura), /)N F& (Takashi Oda), #f J&3% (Satomi Kori),
& #A T (Akiko Kawai)

K« ZE 4R (Graduate School of Medical Lifescience, Yokohama City Univ.)

3WC-06 (048] PEFIMLCHES X I LF ) —LOBEXLOBEI o
Analysis of nucleosome structural changes by acetylation -
Ot fise 2 (Kazumi Saikusa) 5
"EK + P (Grad Sch. of Sci., Hiroshima Univ.), *4fifi K + ZE@5ERF¥ (Grad Sch. of Med. Life Sci., Yokohama City Univ.) m
>
[\
3WC-07 (1109 Heterochromatin Protein 1 M) E4L : in silico TDHAETAL X =]

Phosphorylation of heterochromatin protein 1: Simulated customization
O M (Akinori Kidera), K7 I (Satoshi Omori), HR £ (Kei Moritsugu),
PaAY 3% 3L (Yoshifumi Nishimura)
MK « 2247 EE (Grad. Schl. Med. Life Sci. YCU)

3WD D £ (4F 412) / Room D (4F 412)
6B9H (K)/June9 (Thu) 9:00 ~ 11:30

7O F EM 1 TOFBE & RIERRIR

Chromatin modifications: their reconstitution and functional analyses

DNA A FILR e A b U BEICAE SN L 7 uxF Y BHIE T E T AOFIRERTHEEORE 2> TR L0, Z0
% RO L SRS SHEBRBIT 2 151 Tz 4, b - BALFOHMHERIC LY. BER L A b 1B
EELX LAY - AOFBESTRIC R D OOH b, KT = v ay FTEELA Dy u~F M % TS 55 F
WBEOFEEL ML T, 7~ F VMO RE RET 5,

Chromatin modifications including DNA methylation and histone modifications are keys to the robustness and
plasticity of epigenome. Although their precise reconstitution had not been successful, recent technological

advancement enabled us to achieve it using designed histone modifications. In this workshop, young scientists
studying a variety of chromatin modifications prospect this field through their presentations.

F—=HFAY— 18R ZL GEH. AR & (UMK
Organizers: Takashi Umehara(RIKEN), Motoko Unoki(Kyushu Univ.)

900 FUSHIC
Opening Remarks

OfEAR C&F (Motoko Unoki)

JUM K2 (Kyushu Univ.)

3WD-01 02 ERBMIIUVBREDKEEHOFERE DNA X FIMLICEET2H LVETFORR
Discovery of histone lysine hydroxylation and novel factors involved in DNA methylation
OEAR TFH ! (Motoko Unoki), 2 f% T 23 (Akiko Masuda), %£Hij 15 2 (Naoshi Dohmae),
iR Hdig 4 (Yusuke Nakamura), /4 AR #:2 ! (Hiroyuki Sasaki)

LK - ZAEBEWF (MULB., Kyushu Univ.), “PUF (RIKEN), i %e0F (Nat. Maritime Res. inst.), *3 4 K% (Chicago Univ.)

3WD-02 9251 KRYI—LEEHICEBIES / LI
Polycomb repressive complexes and epigenome regulation
Ot 4 (Shinsuke Ito), 5EHl FLFIJ{E (Marika Shibata), 11 BH)Z (Haruhiko Koseki)

BRIF - f A A Ay (RIKEN IMS)
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3WD-03 9500 DNA B X FILLHIEEIE DR

Investigation of epigenetic regulation on a single gene promoter during DNA demethylation

OEfG WYL B (Saori Takahashi), KK B (Isao Suetake)
Pz K « # F1WF (Dept. Epigenetics, Protein Res. Inst., Osaka Univ.)

3WD-04 (1015 {EREERER M ERWEI/OTF U EMBIRT T Y M7+ —LOBE
Chemically synthesized histone proteins as a platform for in-cell and in vitro chromatin
modification analysis
Ok W41 (Gosuke Hayashi), [ A< 78 1.2 (Akimitsu Okamoto)

'K - T - {bE (Dept. of Chem. and Biotech. Univ. of Tokyo). *Hik « SE8iff (RCAST, The Univ. of Tokyo)

3WD-05 (1040 ATLRESRFLICED7O7F EME
Chromatin modification by artificial catalyst systems

ONNE B 12 (Shigehiro Kawashima)
"SR - # (The Univ. of Tokyo, Grad. Sch. of Pharm. Sci.), “JST-ERATO

3WD-06 (1105 [TEXYLFY—L] OBEKEREE - BiERRR
Reconstitution and functional/structural analyses of 'epi-nucleosomes'
OMgJ5t 4458 (Takashi Umehara)

BEWF - CLST (Center Life Sci. Tech., RIKEN)

(1128 HFbWIC
Closing Remarks
OMgJF 4458 (Takashi Umehara)
BILHF (RIKEN)

3WE E 212 (4F 413) / Room E (4F 413)
6898 (K)/June9 (Thu.) 9:00 ~ 11:30

RAXES N IBRREDEREY EILHY)
Deepening and expansion of protein intrinsic disorder

RIRINE Y 237 OB DOHE PO B L L 20 FEMHEE ) & LT Wb EBEMET T, LE - a2 /37 b IR
BRI\ e ) RIVEMSY Y oX 7 ok, TE. Hiez @3 272002, Bc 25Emahll FEs s S, @
HENTE7zo KWS TIIERFORKREN.SY >3 BRI FEICL ) 20z &) RO 70h, 72, ISH
FWEDINEY . EWERIIZEISE IR E 725 L2022V Tkamd %o

After the discovery of intrinsically disordered proteins (IDPs) almost 20 yeas ago, many analytical methods and

instruments have been extensively developed to elucidate the structural and functional features of IDPs. In this
workshop, we will focus on how these state-of-the-art techniques facilitate to expand and deepen the research of IDPs.

F—HFTAY— KB TR (GLEXR. B F— (HEX)
Organizers: Moronori Ota(Nagoya Univ.), Hidekazu Hiroaki(Nagoya Univ.)

3WE-01 00 FLsIc
Introduction
OXKH JEH (Motonori Ota)
%K « 1%} (Sch. Info. Sch. Nagoya Univ.)

3WE-02 005 XAZMSUNIHEOBHELENS FEEHIE

Various mechanisms of binding to target molecules of intrinsically disordered proteins
OB W #if (Kenji Sugase)

K+ I+ 41 (Dept. of Mol. Eng., Grad. Sch. of Eng., Kyoto Univ.)
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3WE-03

3WE-04

3WE-05

3WE-06

19:30]

[10:00]

[10:25]

[10:65]

[11:20]

XAZMEOEDOEE - HEeDO=E AFM 7R
High-Speed AFM analyses of the structure and function of IDPs
O%ME e (Toshio Ando)

4INK - BT - W (Dept. of Physics, Kanazawa University)

RNV ERGEORAZEAHDIBENDIE
Effect of intrinsically disordered regions on structures of protein complexes
OWI 1 A1+ (Satoko Akashi)

Mk - A5 EERE (Grad. Sch. of Med. Life Science, Yokohama City Univ.)

KA S N7 EE LTOMBRERREESF CAMP Ok

Functions of a cell cycle-related molecule, CAMP, as an intrinsically-disordered protein
W B! (Masanori lkeda), A WH ! (Kenji lemura), ;3¢ 53¢ 2 (Noriyuki Kodera),

A H 3§ ° (Kyohei Arita), Py 3L * (Yoshifumi Nishimura), OHH #f = ' (Kozo Tanaka)

YUK - INERRE - 47 IESS (Dept. of Mol. Oncol., Inst. of Dev. Aging and Cancer, Tohoku Univ.),

2GR - BIT - 34+ AFM 2630F (Bio-AFM Fron. Res. Center, Col. of Sci. and Eng., Kanazawa Univ.),
SRR K - AR ERE - R (Struct. Biol., Grad. Sch. of Med. Life Sci., Yokohama City Univ.),
BREH K - EGERY - 70 Y 22 MF (Project Lab., Grad. Sch. of Med. Life Sci., Yokohama City Univ.)

BAFITIHA—ELTORARER RV NIEEZDIGH

Application of intrinsically disordered proteins as a macromolecular crowder

W ! (Naoki Matsuo), il 5% 5 ! (Hiroki Okazaki), KUY} [li& ! (Takeshi Tenno),

AW 4481 ' (Natsuko Goda), i 7K H4% - * (Kanako Shimizu), ffth 43} * (Satoshi Fukuchi),
KH oH 4 (Motonori Ota), OFREH FH—! (Hidekazu Hiroaki)

"%K - B - Al# (Grad. Sch. Pharm. Sci., Nagoya Univ.), “BEAMF - AIEIEMWEZEEEM (Adv. Inst. Sci. Tech.),
HiRG TR K (Maebashi Inst. Tech.), 44K - B - 143t (Grad. Sch. Information Sci., Nagoya Univ.)

HartESH - ¥

Discussion
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3WC C 3% (4F 411) / Room C (4F 411)
p6H9EI (K) 7/ Jdune 9 (Thu.) 15:00 ~ 17:30

EOEEZEORRD S5 BSMEREYMF
Nascent-chain biology approached by protein science

A FEMREMAE [FEROEME ]

MBEN D8 >3 7 BIZETHRE LOFHAER) X7 F N Girdgl) ORBEEHT 2, 10k, Bl iz 2@
7P EEICT e SN TE2D 5o, AP ES B S ORI mEER S 50T, EdaBIROHH
EIEICEDD LSRN0 TET VD, KT =27 v ay 7T, FAsR I ESEEEOEICER Lo 72
WAy, RBRENTHEN. 772 Iab—2a VR EORFTOERTANT S 2 & THEBROAEWFOINY %
A L7,

All proteins experience states of the nascent peptidyl-tRNAs, defined as "nascent chains", during the translation.
Recently, accumulating evidences have revealed that nascent chains are directly involved in a variety of cellular
processes including self-maturation and the quality control system. This workshop aims to introduce recent advances
in the nascent-chain biology in regard to structural biology, reconstitution and molecular simulation.

F=HFTAY— HA EH GRRIEX). BE FR (FIX)
Organizers: Hideki Taguchi(Tokyo Tech.), Kenji Inaba(Tohoku Univ.)

(15001 (EU&HIC
Opening Remarks
ORf3E 3Kk (Kenji Inaba)
H#JLK (Tohoku Univ.)

3WCp-01 (1505 FRFHREETOEERIFNEMIIZ) KR —LDY T4 A B FIEMRER TR
Towards near atomic resolution structural analysis of ribosomes in electron cryo-microscopy
ORI R F] (Takeshi Yokoyama)

HYLFAIIZERT T4 794 = ¥ R IEENIE £ >~ 4 — (RIKEN Center for Life Science Technologies)

3WCp-02 1525 IHAEBMAEE VNI EDOFHEREICTIANT 1« MEEEHKRT 1%
Mechanisms of disulfide bond formation in newly-synthesized secretory proteins
OME Ik (Hiroshi Kadokura), JHE (Kenji Inaba)

BL K « % 5ChE (IMRAM, Tohoku Univ.)

3WCp-03 [1545] XIHERMTEICKDMESVNVEDT A —NT 1 2 JHEDRRNA
Crystallographic Study on Folding Mechanism of Nascent Polypeptide Chains
AEB #i%% (Yuya Hanazono), Ay Hl —Jff (Kazuki Takeda), O=A I (Kunio Miki)

K - BB - {b4 (Dept. of Chem., Grad. Sch. of Sci., Kyoto Univ.)

3WCp-04 1605 BHRERZLAT+—NT 1V IREEBOAFIIaL—>aVFER
Co-translational folding reaction mechanisms studied by molecular simulations
Ol # . (Shoji Takada)
LUK - B - MW BR (Dept. Biophys. Kyoto Univ.)

(48)



3WCp-05 (1625 #HEMEEBBXHES Sec EHHED X it RIS ERIT

3WCp-06 [16:45]

3WCp-07 [17.05]

[17:25]

X-ray crystallography of Sec protein translocation machinery

v LR (Yoshiki Tanaka), B} 482 ! (Yasunori Sugano), AR fi B 2 (Mizuki Takemoto).,
& LS (Takaharu Mori), 1] ! (Arata Furukawa), 75 {71 [E{~ ! (Kunihito Yoshikaie).,
BiKA F 2 (Tsukasa Kusakizako), FHEIR 2 (Kaoru Kumazaki), KEJe #JT- 2 (Ayako Kashima),
A4 Be—ig 2 (Ryuichiro Ishitani), #H Hih 3 (Yuji Sugita), FEA B 2 (Osamu Nureki),
Ol 5! (Tomoya Tsukazaki)
Z$ FUESEK « 84 F (NAIST, Grad. Sch. of Biol. Sci.)., H{K + Bi®l (Grad. Sch. of Sci., Univ. of Tokyo), *Biff (RIKEN)

7077 — LI & B HEHD S REHIE
Regulation of proteasomal degradation of nascent chain
Offt 758 %4 H (Tomonao Inobe)

Ik - JE¥i 5 4 7 (Front. Res. Core for Life Sci, Univ. of Toyama)

HEHDERGZT S vAO 707 7—EDHFHIE7FIR
Mechanism of chaperones and proteases in nascent-chain folding
OHIT A (Hideki Taguchi)

BN TEERYRERE AP T 2ERE (Grad. Sch. of Bioscience and Biotechnology, Tokyo Tech.)

WBasts

Discussion

OMIT Y (Hideki Taguchi)
HO 3K (Tokyo Tech.)

3WD D £18 (4F 412) /Room D (4F 412)
p 6A9H8 (K)/Jdune9 (Thu) 1500~ 17:30

EEESFE—F—2RNTOL > TERTS

Analytic and synthetic approaches to the molecular mechanism of the rotary

motor proteins

F/V Bl ATPase I2fAE I N A TE— 4% —Tld, ATPase V722 OB EPHEIROEEETI(EAHDH I ET
FldE T2 50 KT —27 3y 7Tk, Mg De novo &1, FERRAIE — & — 2 1EL A, BIUREIEMAT, 16
By Ial—Yar, 7944+ EM, EEEFNA R BE— 7 —5HNCET 25 24 L, RS2 <2

HAZBLETHEDIZ G o723 FE—F —DOREEA = XL %R T 5o

F/V-type ATPases are biological rotary motors. The movement of the ATPase subunits generated by ATP-hydrolysis
rotates the central shaft, but the torque generation mechanism is still obscure. In this workshop we will discuss the
rotational mechanism of the biological rotary motor revealed by various analytical techniques and recent synthetic

approaches.

A=A AY— SHBE CKIRA). Bl &k (REEFK)

Organizers: Katsumi Imada(Osaka Univ.), Ken Yokoyama(Kyoto Sangyo Univ.)

[15:00]

IFUHIC

Opening Remarks

O4H WE. (Katsumi Imada)
KBRK%: (Osaka Univ.)
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3WDp-01 11503

3WDp-02 r1525]

3WDp-03 [15:50]

3WDp-04 [16:15]

3WDp-05 (16401

3WDp-06 [17.05]

[17:28]

EOEEEAEDORICHEET . BHEFFE—X—ICKLEEH

protein translocator resembling the F1-rotary motor

OB P47 ! (Hiroyuki Terashima), JI[Z &K 2 (Akihoro Kawamoto), 5% -5 ! (Chinatsu Tatsumi),
W 23 (Keiichi Namba), ¥ 2 (Tohru Minamino), 4-H JBE. ! (Katsumi Imada)

"Bk - PR - B4 F (Dept. Macromol., Grad. Sch. Sci., Osaka Univ.), Bk « ZE #7466 (Grad. Front. Sci., Osaka Univ.),
*HUF - QBIC (RIKEN, QBiC)

{KREFEMFEZ AV ERFEITIC & D Thermus Thermophilus V-ATPase D#Ei&E 1T
Single particle analysis of Thermus Thermophilus V-ATPase by Cryo-Electron Microscopy
Ot 2! (Kaoru Mitsuoka), H1pY ¥ 2 (Atsuko Nakanishi), APy 239 2 (Nao Takeuchi),

BEIE AR ! (Shinsuke Namba), jJI] $#— 2 (Jun-ichi Kishikawa), AL 3l 2 (Ken Yokoyama)

"Bk - BEE (UHVEM, Osaka Univ.), “5PEK « #42E4 (Dept. Mol. Biosci., Kyoto Sangyo Univ.)

2470711 AR LERBERBGES FE— 2 —0 1 5 FHEERTRT
Single molecule analysis of membrane-embedded rotary motor protein by using a
microfabricated device

OpER Syt 2 (Rikiya Watanabe)
'K + I - WMk (Grad Sch. of Eng., Univ. of Tokyo), *JST + & % %313 (PRESTO, JST)

B&ESFE—F—DFFBNFEIalL—ay
Molecular dynamics simulation of molecular rotary motors
Ot IT #51E (Mitsunori Ikeguchi)

MK - ZE A7 PE (Grad. Sch. of Med. Life Sci., Yokohama City Univ.)

SREFENBEMETANSIEESFE—F—DBEFI1TIVA
Conformational Dynamics of Rotary Motor Proteins Studied by High-Speed AFM
OWfE B2 ! (Takayuki Uchihashi), 44} Joid ! (Motonori Imamura), #§FH 1 2 (Takeshi Murata),
B sk (Ryota lino), 4 H B 4 (Katsumi Imada), A1 3 5 (Ken Yokoyama),
S i ! (Toshio Ando)

"4k « BT, (Coll. of Sci. & Eng., Kanazawa Univ.), *T-#k - B - (Grad. Sch. of Sci., Chiba Univ.),
‘R34 F [ 5 FBF (OIIB/IMS), “BiK - Bl (Grad. Sch. of Sci., Osaka Univ.),
SHUEK - $& 4 4r (Dep. of Mol. Biosci., Kyoto Sangyo Univ.)

De novo FREtATHODEEREZ P SASHICE 7= MV RED LA
The rotation of de novo designed artificial axis reveals the mechanism of torque generation
O #— (Jun-ichi Kishikawa), B3 (3 HL (Mihori Baba), H1P§ {ii ¥ (Atsuko Nakanishi),

A1 3 (Ken Yokoyama)

HEBEER - ReEAdy - iy ¥ 2 7 2 (Dept. Mol. Biosci., Kyoto Sangyo Univ.)

EbVIC
Closing Remarks
ORIl 3 (Ken Yokoyama)

BB K (Kyoto Sangyo Univ.)

(50)



3WE E £15 (4F 413) / Room E (4F 413)
p 6HA9H (K)/June 9 (Thu) 1500~ 17:30

AIRFREREE - BIE AT LBRICED “RANLFRTF” DeIEZHIEL T
Artificial design and evolution system to create “neobiological molecules”

EHY - Bk - SO, 5T AMHPBREIGEIG L TAEEZ L0 EEBLEETE KRS T Th o, B
LWALNA 5T ORI BHIYE LT, N 5 T-OML A EBREN T AIZEHELT 22, Wl ABWICEE
T LDE A T 70— F TG TRIEICHA TV A EFIIEE % .0 S O eSS —8IZ& T 5 2 & T,
KRG THHZI2 “AF N 5T @aﬂi&o\ﬂ:ﬂﬂﬁt%Ea‘m‘#‘nﬁﬂowiri LTWEV,

Biomolecules including proteins, nucleic acids and sugar chains have been evolved for living organisms to survive
in various environments. In this workshop, assembled scientists including young researchers, who take on challenges
to develop new artificial biomolecules using various approaches, will drive a new trend to create “neobiological
molecules”.

F=HFAY— FH 22— (BN, B2 R GRILX. RRKEA FBEX)

Organizers: Ryoichi Arai(Shinshu Univ.), Mitsuo Umetsu(Tohoku Univ.), Naoto Nemoto(Saitama Univ.)

(15001 & U#IZ / Introduction
OMA EA (Naoto Nemoto)
i £ K (Saitama Univ.)

3WEp-01 (15100 AISFIA7® 10BASED-TiklC K BiEqk
Evolution of artificial-molecule core via the 10BASEd-T
Qi Bl (Masumi Taki)
A - EHFPL T (Dept. of Eng. Sci., UEC)

3WEp-02 (1535 ATEEEF/ 70O0v Y (PN-Block) I & BETHMLT / iSERIR :
“RANLFGF” BIHAMITT
Self-Assembling Nano-Architectures created from de Novo Protein Nano-building Blocks
(PN-Blocks) toward Neo-biomolecules

/B IE L (Naoya Kobayashi), AA) 3 (Naoya Kimura), O 58— (Ryoichi Arai)

MK - Mk - I ZE (Dept. of Appl. Biol., Fac. of Tex. Sci. Tech., Shinshu Univ.)

3WEp-03 116000 ERGAMREICEREHTIEREDSFHEL
How we design high-quality libraries for the directed evolution
OB WSS (Takamitsu Hattori)

HLK - BE L - 234 5 1. (Dept. of Biomol. Eng., Grad. Sch. of Eng., Tohoku Univ.)

3WEp-04 11620) TLAIFY A 2 VHHRAFOELTH#MEIR
Creation of artificial designed VHH (Variable domain of heavy chain of heavy chain antibody)
through evolutionary molecular engineering

O%A ko 12 (Takeru Suzuki), A & A ! (Naoto Nemoto)

]ijfk BRI - MR~ (Grad school of Sci & Eng, Saitama University),
Ly Vav s VAT L -4 Y ABR A (Precision System Science Co., Ltd.)

3WEp-05 (1640 SV SHBMEARS VIV K XA 2 VHH AFEOREME ZFIA L ERAFREMS SUEEAOKH

The mechanism of heat-induced irreversible denaturation and medical and material
application of single domain VHH antibody

O By1- (Yoko Akazawa), #KJE &\ (Yoshihisa Hagihara)
PERSHE - JHET.4% (AIST)

SWEp-06 11700 HELABRASFAREFALARFIERIL D215~ FORIR
Neo-Glycoconjugate with controlled polymerization
OZili H:7- (Yoshiko Miura)

JUM K2R 24 T 2228 e b 27 12488 "] (Department of Chemical Engineering, Graduate School of eeeee)

[17:25] #&FI5H - £& 8 /Discussion
OMgEE: Sege (Mitsuo Umetsu)
WL K (Tohoku Univ.)
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