7—%%3av7 / Workshop

B &1 (sh—JL) / Room B (Mid-sized Hall)
WS1 68 188 (K) /June 18 (Wed) 915 ~ 11:45 AAIEN e
S FHEWHELE

Redesign of molecular machines

BEHERE TN RHHE A EMESETAH L WA T — DIIBAT L7225 iSOG & 364% U CRBUE RS2 L 3 5
ST HEMOBRTHCHEHIRZCHO TR TH L, ZDL) P T, HFEFETLREIWUEIRE SN TS,
AT =2 ay 7T MBINZGT A 77 TOFEMOUEE - BRGHIR L Tw A B2 ) BT 5, 2T, 4tk
DEHRRET O RELEIZ DWW TR L 72\

While the structure prediction and the de novo design of proteins have entered a new era, the design of molecular
machines that undergo large-scale conformational changes still remains highly challenging. Despite these difficulties,
recent years have witnessed remarkable achievements in this area. This workshop will highlight groundbreaking
successes in the redesign of molecular machines and provide a platform to discuss the future potential for rational

design in this field.

F—HFA Y~ BT RRAR). 85E BA (HFHEHEH)

Organizers : Hiroyuki Noji (UTokyo), Ryota lino (Institute for Molecular Science)

ws1-1

WS1-2

WS1-3

ws1-4

WS1-5

[9:18]

[9:35]

[9:55]

[10:35]

IVOZTI) O INMT77O—FICE > THSHICE o7 FOF1-ATP SHEER DREHFRIE
Design principles of FOF1-ATP synthase elucidated by an engineering approach

O 5 (Hiroshi Ueno)
HOK - BT - Ik (Dept. of Appl. Chem., Sch. of Eng.,The Univ. of Tokyo)

N 7Yy FMC/MD it&EixZRVV: FRAREROSEEEM EZBEL BT
Improving the synthetic function of F-Type ATP synthase through hybrid MC/MD simulations
O KBS (Shintaroh Kubo), #f# 1847 (Hiroyuki Noji)

Bk - 1. - ik (Dept. of Applied. Chem., The Univ. of Tokyo)

Unfoldase-driven nanopore translocation of single protein strands for sequence,
structural, and post-translational modification analysis

OJICH 3% (Keisuke Motone)
Bk - T. (Grad Sch. of Eng., Osaka Univ.)

14XV RAER LI=Z Ny EOBET R EERIRETA DPEE
Challenges in structure prediction and rational design of proteins considering dynamics
OZ= 5 B4 ! (Shunji Suetaka), K #5i& ? (Koji Ooka), A} EERE ! (Masataka Yoshimura),

Ik 5347 ** (Munchito Arai)

"HOK - AL - M BiEE (Dept. Life Sci., The Univ. of Tokyo). * #Uk - ##% (Col. Arts & Sci., The Univ. of Tokyo).

PICK - B - Y3 (Dept. of Phys., The Univ. of Tokyo)
ALTY—ZEALEF RV VE—F— FAL LV DESRIFICK I ERNLESEBOMRK
Tether-scanning the kinesin motor domain reveals a core mechanical action
Off35 HL3¥L¥- (Rieko Sumiyoshi), 115 HiZ (Masahiko Yamagishi), 2% 18— H (Junichiro Yajima)
HK - AL (Grad. Arts & Sci., The Univ. of Tokyo)
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WS1-6 [1085] ) Z7REYHRFE—F—&dE L THIHTTREEES AT LEBTYA9%
Redesigning Controllable Transport Systems by Engineering Linear Biomolecular Motors

O H {4t (Ken'ya Furuta)
TEHGEAE - A% ICT - 234 % (BiolCT, Adv. ICT, NICT)

WS1-7 [(11:15] DNA AILSFE—X—DtkEem EICm; /=S IBABHEEER
Rational engineering for high-performance DNA artificial molecular motor
OJE B 2248 2 (Takanori Harashima), Kk B # % (Akihiro Otomo), fi¥F 55 2 (Ryota Iino)
"o RHEWRSET (Institute for Molecular Science). > #8 A W48 kb k% (SOKENDAI)

[11:35] #EEEIER
Discussion

WS2 C 3% (407) / Room C (407) o5 11

68188 (K) / June 18 (Wed)

7= RFLTOEVSGEHNEE !
Unfolded structures are key!

AlphaFold 12/ —XO)OVE DT S/z28, [Fil7z72F M Twi v unstructured 25818 22, ¥ V87 HoORE%
MR 2DIIZEETH D, BND Y 237 BIZF5E DD X9 7% Unstructured ¥ X7 ETHY ., LirL, £
NOEDRELEDPADERE RS> TWDL I EIT ) T4 PN 7% ETHEPLELDE 2> T0h, LRI R NI O
BND 5 237 OB H S i feim O 5 & w3 %o

The Nobel Prize was awarded to AlphaFold, but it is the "unfolded, unstructured regions" that are important for
understanding protein function. Genome-wide analyses have confirmed that nearly half of the proteins in the nucleus
are such unstructured proteins, but that they are mainly responsible for cancer. We will discuss the state-of-the-art
research on the analysis of these proteins in the nucleus, which even antibodies cannot reach.

F—HFA T~ Bl AR GRAY). B F— (REEAY)

Organizers : Kenji Iwasaki (Univ. of Tsukuba), Hidekazu Hiroaki (Nagoya Univ.)

91651 FUSHIC
Opening Remarks
O FiG ! (Kenji Iwasaki), ’%Eﬂ F5— 2 (Hidekazu Hiroaki)
" $3 K% (University of Tsukuba), * % 1t)/& K% (Nagoya University)

WS2-1  1920) #E#%E MDP1 O C RIEFRAZL A D NMR IR
NMR analysis of the C-terminal intrinsically disordered region of Mycobacterial DNA-binding
protein 1(MDP1)
OF%I: BAE ! (Ayaka Asai), & %#81- ' (Natsuko Goda), KF il 1 (Takeshi Tenno),
H W #4635 ' (Emi Hibino), P[] $&51 * (Akihito Nishiyama), fJFHT 24 ¢ (Kosuke Ito),
A 15 (Sohkichi Matsumoto), B 75— >° (Hidekazu Hiroaki)

"% K - Bt - fil3E (Grad. School of Pharm. Sci., Nagoya Univ.), * %+ BeCellBar (BeCellBar).
PHEK - B - BEESRAE (Grad. School of Med and Dent Sci., Niigata Univ.).
PR - Bt - EARBEE (Grad. School of Sci and Tech., Niigata Univ.), *COMIT

(22)



WS2-2 19401 SSX1 & SSX2 BEAICHEVWTRARESHELKT S
SSX1 and SSX2 form droplet-like aggregates in the nucleus
OuEJE, B43F ! (Mikuru Ebihara), )8 B | (Ryuki Yoshio), i % ' (Eika Kan),
T A X L ? (Kazashi Kato), Ffli {08 2 (Hiroaki Daitoku). I #—Hf * (Koichiro Kako),
B ) A VESE 4 (Yohei Miyanoiri), 427K W33 2 (Akiyoshi Fukamizu), 7l 2578 > (Kenji Iwasaki)
VP ABE - B (Grad. Sch. Pure. App. Sci., Univ. of Tsukuba), > #j%X% - TARA (TARA, Univ. of Tsukuba).

SRR - EayBREE (ILES, Univ. of Tsukuba). * KBk - & #F (IPR, Osaka Univ.).
S Sk - QILS (QILS, Univ. of Tsukuba)

Ws2-3 [1000] KAZMMAETFRTOJFLE AlphaFold
Predicting Intrinsically Disordered Regions and Functional Sites: From IDR Predictors to
AlphaFold
O%A% B\ ' (Hiroto Anbo), 7K B ' (Itsuki Shimizu), /A 8] #ith > (Koya Sakuma),
K JGH 2 (Motonori Ota), fEHE =} ' (Satoshi Fukuchi)

"W T.K - T. (Fac. of Eng., Maebashi Inst. of Tec.). >4k - ##t (Grad. Sch. Informatics, Nagoya Univ.).
P 4K - AL B (CeSPI, Nagoya Univ.), * Kk - A3 (Grad. Sch. Pharm. Sci., Nagoya Univ.)

Ws2-4 [1038] AN EREERAY. #Y. 8B
Watching, manipulating, and creating protein droplets
O$E 15 A\ (Kiyoto Kamagata)
IR - T - fb# 465 1 (Fac. of Eng. & Grad. Sch. of Eng., Gifu Univ.)

WS2-5 1110 RAXEH LNV EOREHBRBERITERNT SEMIS /NI BRERCRE
Cell-free Protein Crystallization for Rapid Structure Determination of Intrinsically Disordered
Proteins
OLE’ F?AEE (Takafumi Ueno)
FR22K - AT (Sch. Life Sci. Tech., Science Tokyo)

D 18 (408) / Room D (408)
WS3 68188 () /June 18 (Wed) 9:15~ 11:45 Japanese Session

Y VEHEBEERRI DI VNIEREOT TN
Ensemble of Protein Science on the Phopholipid Bilayer

) UIREE. HCESTHZ LT ) VIREZHE] LIFEN L ERELEZTENR L, MR VT AT 2L, Y

YIRETEEE, VU VIRED 7 ) v T/ A7 G TN b T Y AKR= M X BRI & OSHEIC L o T, £
DMEPELEINT D, Kty vary T, ) VIREOGAHBERESY A I 7 22055 287 BIZEHR L THE
NENCHFE R DO TV LB ORFT OB EZMNA L. ) VIRE_ER LT 24 %85 V87 BDO X =X LI
DUV Tim L 72V

Phospholipids self-assemble to form a higher-order structure called the “phospholipid bilayer”, which constitutes
cells and organelles. The quality of the phospholipid bilayer is maintained through the regulation of phospholipid
distribution by flip/scramble and transport, and the degradation of the membrane itself. In this session, we aim
to present the latest findings from researchers who are actively studying proteins involved in the regulation of
phospholipid distribution and membrane dynamics. We will discuss the mechanisms of various proteins that govern

the phospholipid bilayer.

F—=AFTAY— 1TH LK GFHFARF). g Ric (LZPKE)

Organizers : Hironori Takeda (Kobe Univ.), Yasunori Watanabe (Yamagata Univ.)

915 (LIS
Opening Remarks
O#rH 5A: (Hironori Takeda)
#E K% (Kobe Univ.)
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WS3-1

Ws3-2

WS3-3

WSs3-4

WS3-5

WS3-6

918  HRIBEEDIEXTFRME © F DMERF & FHIE
Regulation of phospholipid distribution in the lipid bilayer by flippases and scramblases
OXH ¥ — (Shigekazu Nagata)
Bk - $67 v - 41k (Biochem, iFREC, Osaka Univ.)

948 (BEEFRIEICHITS I b2 F) 7REEEOHE
Regulation of mitochondrial quality control in hypoxic environments
O LB Y '3 (Shiori Akabane), jajiE &t > (Toshiya Endo), [ i) ° (Toshihiko Oka)

VAN AS A ¥ 8 —BRRAF - 28 A28 (Cancer Biol. Div., Kanagawa Cancer Center Res. Inst.)
PHOEK - B (Fac. of Life Sci., Kyoto Sangyo Univ.).
PALEOK - B - A4y EE% (Dept. of Life Sci., Fac. of Sci., Rikkyo Univ.)

(1013] Sfh4 (KB FINH R FERME") VEEEEX B OB ERS
Structural basis for Sfh4-mediated phospholipid transport between organelle membranes

O HEHL (Yasunori Watanabe)
IJEK - B (Fac. of Sci., Yamagata Univ.)

[10:33) fHAIBRAREE 7Y) v /N—+E ATP11C DB ELEIES
Structural physiology of plasma membrane flippase ATP11C
OB 8 —F7% (Kazuhiro Abe)
JbK - B - b4 (Grad Sch Sci., Hokkaido Univ.)

(1058 X PAV FUTRBEIEZ VNV E Atg44 1394 M7 7 O—ICREBERI PV NUTRHREENT S
The mitochondrial intermembrane space protein Atg44 mediates fission required for
mitophagy
O3l 3P (Tatsuro Maruyama)

WAL (IMC)

(11:23) FIMB/SLIVEY VEgE R U 5 75—+ Mitochondrial PORIN #E&4®M cryo-EM ##i& & ##E

Structural and functional study of the mitochondrial 3-barrel type lipid scramblase PORIN
complex

O#rH 54 (Hironori Takeda)
K% (Kobe Univ.)

1143 B
Closing Remarks
O?};"{% )ﬁﬁ'ﬂ (Yasunori Watanabe)
IE K% (Yamagata Univ.)
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A £ (Kkik—JL) / Room A (Main Hall)
WS4 68 188 (K) /June 18 (Wed) 16:00 ~ 18:30 SIS

YA AR —=IVEHADEAS MCT D EFR FESHDOBIAEE & £t
Dynamic structure and biological function of biomolecular complexes
revealed by cross-scale measurements

i FINEERFEMAE A [VORART—IVIREYE]

DA BN EL NNV NI AT - MilA LV ETOESERZ 10 AR —)VERIL FERIZHIZAN T 20 ~ 500 nm
BEORE O [ XA VEME] OffiEs L UCHREBOFHNI, AmBROTERET RO IR R 2 BT 5 729012
BETT, A ZaHll - BT o3 L FHEREL GO RAE I X VMRAYFOFH L7 L —2a 7 — 7 ZFIHT
HIENTEET, Kby a rTIIME - BERE - B EIZBTo8kc 2 [ A VEHHE] ([2B 2 Rem ot
Zatam L £ 9o

Quantitative cross-scale measurements from the molecular and protein levels to the organelle and cellular levels,
and in particular, structure and dysnamics analyses of “meso-complexes” of around 20 to 500 nm in size within cells
are important for understanding the mechanisms of action of biological phenomena and the causes of disease. The
development of various measurement and analysis techniques, as well as their integration with computational science,
can create a new framework for cell biology. In this session, we will discuss the latest research on various “meso-

complexes” working in the cytoplasm, biomembranes, and nucleus.

F=HFAY—  WEFRR WNKE). 28 Ba GECEMZTR)
Organizers : Kenji Inaba (Kyushu Univ.), Yuji Sugita (RIKEN)

WS4-1 (1600 7 AAART—IVEtAITREZADTHINER Y T — IR DS FIEESE
Unraveling the Molecular Structural Dynamics of Microtubule Network Formation through
Cross-Scale Measurements
OAf=H 3E (Ryo Nitta)
K« BE - A ARHEE SR # 2% (Div. Struct. Med., Kobe Univ.)

WS4-2 (1625 HREABEICHIBDXIBEGRTIF ) JOBBILEETDER
Revealing the mechanism of dynamic mesoscale actin ring organization in collective cell
migration
PR J5 3 ! (Sayaka Sekine), H1HE Al 2 (Kaede Nakasato), {5 7~ > (Mayuko Sato),
B Ml ® (Kiminori Toyooka), b #%2 * (Hiroyuki Uechi), O 7k J&H %t >* (Erina Kuranaga)

"BHEK - # (Inst. Integ. Res., Science Tokyo). * #Udtk - ZEfr (Grad. Sch. of Life Sci., Tohoku Univ.).
HLRF - BREEE I (RIKEN, CSRS). * 50K - # (Grad. Sch. Pharm. Sci., Kyoto Univ.)

WS4-3 (1650 ERDEREIEHEEDRRA
Nucleic acids transport through biological membranes
O#EA P! (Osamu Nureki), f5H 7% 2 (Akira Takai), A& # ' (Kaoru Kumazaki),
[ HEE 2 (Yasushi Okada)
'Ok - B - 2L (Biol. Sci., Grad. Sci., The Univ. of Tokyo). * ¥k - £ (Grad. Med., The Univ. of Tokyo)

WS4-4 (1715 FREEREDHEERICKY BRI NZEABEESHFDEEXRLICHT 55 FENFERFIR
Molecular Dynamics Analysis of Structural Changes in Protein Complexes Induced by
Interactions with Lipid Membranes

O% )5 fd N\ (Kento Kasahara)
Bk B34 1. (Grad. Sch. of Eng. Sci., The Univ. of Osaka)
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WS4-5 (17401 Folding genomes at nucleosome resolution: Multiscale modeling and merging
physicochemical potentials with machine learning approaches

O Tamar Schlick. Stephanie Portillo, Zilong Li. Sangram Kadam

Department of Chemistry and Courant Institute of Mathematical Sciences Simons Center for Computational Physical
Chemistry New York University

WS4-6 [1805] 774 A BFIEMERRRICKS 7 F BRIV OEEHERORZA
Cryo-EM analysis of distinct yeast prion fibrils reveals a structural basis of prion strain
phenotypes
O JeHE (Motomasa Tanaka), ¥4y & (Takashi Nomura)
BLF - i (RIKEN CBS)

B &2 (dhA/—JL) / Room B (Mid-sized Hall)
WS5 68 188 (K) /June 18 (Wed) 16:00 ~ 18:30 Japanese Session

BDERRRICHTID 2 N IEAC R
EFBRMICEDIMELERHEDONFFALIT B

Protein Self-Condensation in Dynamic Solution Environments:

A New Paradigm Shift in Life Science through Innovative Technology

WTAE, BaEEI O IR T H L ERNEIRBEO LA, & VX7 EOW - a7 I 0 A N b vwo7zHE
Binr &SR L, MEAURECHEGETLIIEPHLN L Lo TEZ, 2O L) BROMHIZIEE 2 HMlmL X
VETOE LNV TEFHNFEORMBEI AT RTH L. KT —2 2 ay 7 TiE, HZHIELzFES ) I6EK
BHEBEOMRETR L. EGHRFEOR 2 %/X7 54 527 MZOWTHERT 5o

Fluctuations in solution environments, fundamental to biological activity, have been identified as key drivers of
processes like protein phase separation and amyloid fibrillation, which are implicated in neurodegenerative diseases.

This workshop will highlight innovative methods, from atomic to cellular levels, to analyze these dynamic solution

behaviors and explore their implications, fostering a paradigm shift in life sciences.

A=AV — EE e REPAF). BLEFZ (REKXE)
Organizers : Kenji Sugase (Kyoto Univ.), Naotaka Sekiyama (Kyoto Univ.)

WS5-1 (1600 Rheo-NMR &M\ /= EGCG B{EMICE B a- X I LA DT IO FgMALIMFIBIBOMRIRT
Elucidation of the inhibitory mechanism of a-synuclein amyloid fibrillation by oxidized EGCG
using Rheo-NMR
O FiE ' (Kenji Sugase), 11111 2+ ! (Reiji Yamaguchi), i k%% ! (Cho Ming Yuen),

PIH 7&K 2 (Keita Uchida), A K% 2 (Daichi Morimoto), 5% 1F%4 ! (Masatomo So).,
W] HiJeF- ! (Ayako Furukawa)

"HUK - % - 2 (Div. Appl. Life Sci., Grad. Sch. Ag., Kyoto Univ.),
*HK -+ T+ 43¢ 1. (Dep. Mol. Eng., Grad. Sch. Eng., Kyoto Univ.)

WS5-2 (16251 HFFFOBEMDI=HDRADEASFEXDOHREERHA
Development of integral equation theories for biomolecular solvation and those application
OF M %4k ' (Norio Yoshida), 4L fH K ' (Kodai Kanemaru), #33F #ERK | (Yusei Matsui).,
T $% 3 (Tsuyoshi Yamaguchi), FLI1| 2 4 (Yutaka Maruyama), 7§ {23 ° (Toshifumi Mori)

' % KBt (Grad. Sch. of Info, Nagoya Univ.), > 5UK#&EJE+ (Fukui Inst., Kyoto Univ.).
4 KBiT. (Grad. Sch. Eng., Nagoya Univ.). * BKEz3E#E T. (Grad. Sch. Eng. Sci., Osaka Univ.).
* JUKBE# T (Interdisciplinary Grad. Sch. Eng. Sci., Kyushu Univ.)

WS5-3 16500 RBEHiEEELEZZNIERACEBENDEAF IV R5HA
Exploring dynamics of protein self-condensation using novel laser spectroscopies

O R #id (Yusuke Nakasone)
UK - B - b4 (Dept. of Chem., Grad Sch. of Sci., Kyoto Univ.)
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WS5-4 (1715 #HBARZ NI EHEAEBE L EHRRBRS TV —IVORK
Novel photocleavable molecules for intracellular protein delivery
O3t M+ 1,23 (Tomoko Inose)

"5UK - F1Jd % ¥ % — (The Hakubi center, Kyoto Univ.), >3tk - iCeMS(iCeMS, Kyoto Univ.).
*JST ¥ % %31F (JST PRESTO)

WS5-5 (17400 Open Microfluidics : BERIRET TH R /N HERHEIR K OFRIAC @ | 7= B H R (Bl
Open Microfluidics: Droplet Manipulation for Understanding Protein Condensation
Phenomena in Dynamic Solution Environments
Ok I it (Moeto Nagai)
BGHRHK (Toyohashi Tech)

WS5-6 (1805 KAXEML U NIEADBCESHBICE T BBAEBE/ N1 7 ADEE

Conformational biases in local dynamics govern self-assembly mechanisms of intrinsically
disordered proteins
ORIl B2 ! (Naotaka Sekiyama), /INpK #27] ! (Ryoga Kobayashi), i [l #'4E 2 (Norio Yoshida),

by 54 > (Hideki Nakamura), =7 2 A VS ° (Yohei Miyanoiri), #jJ& %t A ! (Hidehito Tochio),

JAE Bk ® (Takashi Kodama)

"HOK - B - AR (Dept. of Biophysics, Grad Sch. of Science, Kyoto Univ.).

P50k - N - BUMERBL (Dept. of Complex Systems Science, Grad Sch. of Informatics, Nagoya Univ.).

*HUK - P (Hakubi Center, Kyoto Univ.).

SHUK - L A RS2 (Dept. Synth. Biol. Chem., Grad Sch. of Eng., Kyoto Univ.).

*BOK - B EIBF (IPR, Osaka Univ.)

C 218 (407) / Room C (407)
WSG 68 188 (K) /June 18 (Wed) 16:00 ~ 18:30 SaRihiocsion

AN EBEOERBEIR ~EROTYCAICEIFT~
Understanding and expanding protein functions to enable their generative design

g FNEEFEMAR A [ZUNTEREDRT V> v IV E BT LRI T YA 2]

G DO FIRALT R FEEREA & B L 22 B RS AT IC & 0 L BRSNS & 0oy B o LIRE 2 I -
BIEL, COWBBMD T AN ALZHBTEDL L) RN DOH L, COMHRIZES S, FLOKEEZFO Y V8
JEDERWTFTHA Y PEHTELEEZAONDL, KT =2 v ay 7T, E8 - SHRALAICE ST LAV T
DY N7 BRERROMH, B L UBRRMIELE Y V3 ORI & T —~ 2, ¥ 2287 BB OB & JLiRIZ OV Tk
EEREE

Dynamic structural analysis using state-of-the-art computational and experimental techniques is now enabling us to
predict and observe the transient active states of proteins, which is key to understanding their functions. These insights
will lead to the generative design of proteins with novel functions. In this workshop, we will discuss protein functions
in terms of both understanding and expansion.

FT—HTAY¥—  FHEFL GERAF). KF # (FEHKE)
Organizers : Takuya Terai (UTokyo), Misao Mizuno (Kyoto Univ.)

(16001 (LIS
Opening Remarks
O i (Misao Mizuno)
B KA (Kyoto Univ.)

WS6-1 [1603] NLAVNJEELEBWERBMI RINF—FIRIC KD INEIRE
Heating upon photothermal conversion by heme in proteins

OK¥ # (Misao Mizuno)
KK - 7 - L (Dept. of Chem., Kyoto Univ.)
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WS6-2 [1623) G EEEHERZBAHEEBE TV 20 in silico R
In silico studies on the regulation mechanisms and design of G protein-coupled receptors

Odb 21 (Akio Kitao)
FORAHK - A4 BT (Sch. of Life Sci. Tech., Science Tokyo)

E E WS6-3 [16:48] ¥ED S RINEEEEIAL F 2 F ¥ RIDBEYE

2 Y The structural diversity of light-gated ion channels

1,3- ~ O B5A ' (Masahiro Fukuda), J 22— ? (Koichiro E. Kishi), [ £:Z * (Takayuki Oka),

3 3 SR ZUBE ! (Masaki Tsujimura), 42 BAE ' (Suhyang Kim), 1 . ? (Seiwa Nakamura),

T W 457 ¢ (Yuka Takeno), JWH 757 ! (Hisako Ikeda), i) %% F > (Tomoko Uemura),
2 2 XI5 (Kehong Liu), WA 38 ° (Norimichi Nomura), PH4J B4 ¢ (Yosuke Nishimura),

EI Bkl ¢ (Masumi Hasegawa), 7518 1% © (Susumu Yoshizawa), #+H 28 ° (So Iwata),
T ] > (Hideaki E. Kato)

"HOK - JedtF (RCAST, The Univ. of Tokyo). > %0k - #3¢ (Grad Sch. of Arts and Sci., The Univ. of Tokyo).
PFoF vy s uY—X Yy vH&H (Nanion Technologies Japan K.K.).

430K - B - AR} (Dept. of Bio. Sci., Grad Sch. of Sci., The Univ. of Tokyo).

PHUK - BE - 5P AR (Dept. of Cell Biol., Grad. Sch. of Med., Kyoto Univ.).

S HiK - KAWEEHF (AORI, The Univ. of Tokyo)

WS6-4 (1713 G &UNIHRABBZBRGOERNT YA VICE 8GRI

Structural analysis for the generative design of G-protein-coupled receptors

O H F3L (Hidetsugu Asada)
RARRFRFEBEEEMFEF (Graduate School of Medicine, Kyoto University)

WS6-5 1738 ANLAVNJEDFHIOZT) T IC KB BROUE CRIH
Modification and creation of functions through chemical engineering of hemoproteins
OKA J&H] (Koji Oohora)
B KB T (Grad. Sch. Eng., Osaka Univ.)

WS6-6 (1803 A& NI HEEHORET EBEFIEH
Design and Structural Control of Two-Component Protein Assemblies

O%%iAK HEA ' (Yuta Suzuki)
"H{K - iCeMS(iCeMS, Kyoto Univ.). 2JST, & X %31 (PRESTO, JST)

1828 $AEH
Discussion
O=F I Bl (Takuya Terai)
HuR4E (UTokyo)
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2 (408) / Room D (408)
WS7 67 T8 GK) / June 18 (Wed) 16:00 ~ 18:30 Japanese Session

S NTESBEVRRDEZEAD T HitkEE
Latest researches into protein behavior reveal new functions

Z oy Eidfold LTI LOTHREZ D721 T < - AHSHEICRZESI NS L) 12, AIRERCEGRETO

ffkﬁ AN & o720, & VXV D 5L TV EKOWIZESIEE | %7‘76’]?“3)% K= ayTTlE, oy
HAbE\W0, bbb, 74—V 7 7 v 7 REREM, ) I~ —8%, 7304 N £ L CRIEH B O R

HMRERA L, &7 287 BORREEERRICO W TR 50

The structural behavior of proteins is fascinating because they function not only in folded states but also in

intrinsically disordered and condensed states. This workshop will feature the latest findings on protein behavior,

namely folding, aggregation, and condensation from the aspects of molecules, proteins, organelles, and cellular

dynamics.

F=HFTAV— R TR BERFH). BN EH (FRILKZE)

Organizers : Tomohide Saio (Tokushima Univ.), Masaki Okumura (Tohoku Univ.)

[16:00] (& L&HIC
Opening Remarks
OBA I (Masaki Okumura)
HALK (Tohoku University)

WS7-1  1605] Advanced understanding of the amyloid structure and formation
O Young-Ho Lee"***

'Biopharmaceutical Research Center, Korea Basic Science Institute (KBSI).

’Bio-Analytical Science, University of Science and Technology (UST).

*Graduate School of Analytical Science and Technology (GRAST), Chungnam National University (CNU).
*Department of Systems Biotechnology, Chung-Ang University (CAU)

WS7-2 11630 SFESIREBOHIE
Regulation of molecular crowding
O# H—P (Eiichiro Mori)
HRIEK - IR - RARILHEPE S (Dept. Future Basic Med., Sch. of Med., Nara Med. Univ.)

WS7-3 (1653 /MEEAIR b L AR DIEAR

Understanding the stress granule formation mechanism in the endoplasmic reticulum
OFEER < 4 2 (Mai Watabe), A 1EH 2 (Masaki Okumura)
"YUk K - A4 (Grad. Sch. of Life Sci., Tohoku Univ.), > Utk - %#B&#F (FRIS, Tohoku Univ.)

WS7-4 (1716 EZ/=HMEADZ 2 INTEDHBEOVEIRET S EMFHRE
Towards arbitrary manipulation of protein dynamics inside living cells

Ordy F5#8 2 (Hideki Nakamura)

"5k« A% ¥ # — (Hakubi Center, Kyoto Univ.).
PHOK - T - A BUEARE (Dept. Synth. Biol. Chem., Sch. of Eng., Kyoto Univ.)

WS7-5 (1741 #HiRiABEBEITSEQEODAIEREL

Functional assemblies of proteins for injured brain regeneration

OM ] ¥ 13 (Takahiro Muraoka)
HUt B Tk BE - 1. (Tokyo Univ. Agri. Tech.)
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WS7-6 11804 S+ ANOYVOSBEVEFZT 1 IADSEETS
Kinetic Understanding of Chaperone-Mediated Protein Folding
O 3L (Tomohide Saio)
fiESK - JediREsE (IAMS, Tokushima Univ.)

[1827] &SR
Discussion
OF5 R % 3E (Tomohide Saio)
15K % (Tokushima Univ.)

E &3 (409) / Room E (409)
WSB 68 188 (K) /June 18 (Wed) 16:00 ~ 18:30 SaRihiocesion

T—EEHLERNF AT =Y R 1 b= 3 OBRICE D EMREERITORAR
Frontier of Biomolecular Functional Analysis innovated by Data
Assimilation and Multi-scale Simulation

N=F -7 MO & > THFE)Y (MD) SHETIEI~Y A 70~ ) BAT — VoS FEIRETFRID TS 2>
oo L2p Ly I 20 FENE TN EE DV CTAMIRRE Z BF T 2 7201213, FEBT — 7 1230 RS i bk
ROZEMAT = VG L) 2 €7 VERPEETH L, KT =22 avy 7T TR, ¥ Iab—va /&b EdamE
REWFZEDBLRICOWTHFE ZED 5 XL, 7= F LR~ VT 27 — )V MD 58I 2. W28 %2 v 728 o f
FERRZ AT Do

Multi-scale molecular dynamics (MD) simulation with integration of experimental data through Bayesian
optimization has become a powerful technique to understand the actual biological functional events based on
simulated microscopic molecular dynamics. In this workshop, we will introduce the latest research using not only
data assimilation and multi-scale MD simulation, but also machine learning to help understanding the frontier of
simulation-based biomolecular functional analysis.

FT—HFAY—  FEEE (EBEMAERR). KE BR (KRKF)
Organizers : Shingo Ito (R-CCS), Mao Oide (UOsaka)

(1600] (LIS
Opening Remarks

WSs8-1 [1605] REFEAEEIREOHIRZ B L E EXBROBSH 7 70 —F—REX FMAEDH
Integrated approach to capture unresolved structural states through computation and
experimentation: a study of membrane transport protein

OIW'F ¥F (Atsuko Yamashita)
Bk - #Fik (IPR, The Univ. of Osaka)

WS8-2 (1628 REDILRT VYV TNiEERVWETIVF Ay —VESFEHEHE
New integrated enhanced sampling method for multi-scale simulation
OMH BiE ! (Shingo Ito), JEIE 34 2 (Hiraku Oshima), #H A “>* (Yuji Sugita)

'R-CCS. * It lik - # (Grad. School of Life Sci., Univ. of Hyogo). * ##f - BDR (RIKEN, BDR).
* I - CPR (RIKEN, CPR)

651] #MERT—Y 2 JEEUEFLFHIFRICEDRBEER - BRRORESFBHNFESI2L—aYy
Large-scale bio and condensed-phase reactive molecular dynamics simulations by linear-
scaling approximate quantum chemical method
OVER K52 ! (Yoshifumi Nishimura), 3} #5EL ' (Hiromi Nakai)

VK - BET R (WISE, Waseda Univ.), * 5K - Je##LT. (Sch. Adv. Sci. Eng., Waseda Univ.)

wss-3 |

(30)



Ws8-4 1714 MDZ2H TN T 74X MLEBTILF AL EBEDERIEERIT
Dynamic structure analysis of multi-domain protein via MD ensemble refinement
OX M BEge ' (Mao Oide), % $kE ? (Teppei Tkeya), T fif[a] * (Weitong Ren), 7% Bti& ¢ (Takaharu Mori),
{7 B * (Yutaka Tto), S H 4736 > (Yuji Sugita)

"B - &EHF (IPR, The Univ. of Osaka). > #V7.K - {k4% (Dept. Chem., Tokyo Metrop. Univ.).
*eplE B - RMFZERE (Wenzhou Inst., UCAS). * #EHK - {2 (Dept. Chem., Tokyo Univ. Sci.).
S U - CPR (CPR, RIKEN), ° #if « R-CCS (R-CCS, RIKEN). 7 Iif - BDR (BDR, RIKEN)

WS8-5 (17371 An Integrative Multi-Scale Approach to Genome Molecular Modeling

O Giovanni Bruno Brandani

Department of Biophysics, Kyoto University

WS8-6  [1800] 4R FREEFEDINFRAI—IAFBHEI2L—2a3 Y
Multiscale molecular dynamics simulations of biomolecular condensates

OIlA #k+: (Eiji Yamamoto)
BEMEX - PLT. (Dept. System Design Eng., Keio Univ.)

(1823 WIS
Closing Remarks

F &1 (4024+403) / Room F (4024403)
WSQ 68 188 (K) /June 18 (Wed) 16:00 ~ 18:30 Japanese Session

BEAEHFEST NI4T WS : £EHHEMA XA S EOHEERITORAR
PSSJ Archives WS: Frontiers of Protein Production Technologies for Life
Science Research

HEGEFETIRICB VT, BN TFORBREEI R PSR WT O ATH S, —HRTIEIVDRL2WEHE LSV, #
U7 B FERRREARADEIRIIA T, HLWEIRZ Y AL Z BT LA 7 ANV—IZBDP 256055, KT —7
vay 7T, ALEAN. ERREILR. KIBREER, 7L ENF IV ARTCR, WABMWMAREIARZ Hwan
BAERERIIHGE L 2B 2R E . SROREC. A - AFEICT 8k i 2 /S b

Sample preparation of target proteins is an essential process in life science research. In this workshop, five speakers

with expertise in chemical synthesis, cell-free expression systems, and expression systems using E. coli, Brevibacillus,
and mammalian cells will introduce the characteristics of each system, as well as various technologies related to

protein production and purification.

F=HFAY—  BHRER (KRKFE). AN ER (BEEHILKF)
Organizers : Takao Arimori (UOsaka), Maho Yagi-Utsumi (Nagoya City Univ.)

[16:00] & UsIC
Opening Remarks

OF # B I (Takao Arimori)
KPR (UOsaka)

WS9-1 1605 KBERBRREAVES VN TEEEDOHTL

Improvement of protein production in Escherichia coli

Otk AR (Teruyo Kato)
% KBE - 4k (Grad. Sch. Bioagr. Sci., Nagoya Univ.)
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WS9-2

WS9-3

WS9-4

WS9-5

11633 MHRRTHLREICEERZTOTITLA

[17:29]

[17:57]

[18:25]

Build Your Own Protein Arrays with Cell-Free Technology: A Practical Overview

OFrH %2 (Hiroyuki Takeda)
FIRK - PROS (PROS, Ehime Univ.)

FERE B 2 DEOE OMENLLES K & T OHEERFIR
Chemical synthesis and functional analysis of post-translationally modified protein

Odefs #1145 (Hironobu Hojo)
Bk - #HF (Institute for Protein Research, Osaka Univ.)

TVENFINRAZRAW=SRRBRORELEFTDFA
Optimization and utilization of the secretory expression system using Brevibacillus
ORE ¥ '? (Ryo Matsunaga), A< 74 F %3 (Kouhei Tsumoto)

"HOK - - 2N F =¥ ¥ (Dept. of Bioeng., Sch. of Eng., Univ. of Tokyo).
POk - T0 - {b2 (Dept. of Chem. Biotech., Sch. of Eng., Univ. of Tokyo).
PR - BERMIF (Inst. of Med. Sci., Univ. of Tokyo)

HELB MR ZRAWES R INVEDERE
Production of secreted proteins using mammalian cell systems

O % #FE (Takao Arimori)
Bk - & Eik (IPR, Osaka Univ.)

BbUIC

Closing Remarks

O%A Bl (Maho Yagi-Utsumi)
%R K4 (Nagoya City Univ.)

(32)



WS10

A £ (KA—JL) / Room A (Main Hall)

57198 CF) / June 19 (Thu) 1540 ~ 18:10

RARBLSMESREEROHEAETR - BT - WX ORATR

Frontiers of Functional Prediction, Characterization, and Alteration of Natural
Product Biosynthetic Enzymes

g FWMEEREMF A [FHESHEEIZE]

F—=HFTAY— FHE ERKF). FH R ERKF)
Organizers : Tohru Terada (UTokyo), Munehito Arai (UTokyo)

WS10-1

WS10-2

WS10-3

WSs10-4

WS10-5

WS10-6

He:661
[156:40]

He:281
[16:05]

He:561
[16:30]

Het
[16:55]

H46t
[17:20]

H8:08
[17:45]

BT 7O0—F BRI T 7O0—FIC XS BFROEEETFE
Empirical and theoretical approaches to enzyme function prediction
O H 7% (Tohru Terada)

HOK - Bekt - 4T (Dept. of Biotechnol., Grad. Sch. of Agri. and Life Sci., The Univ. of Tokyo)

EERBFOEERRMLEREAZHAT IHSTEREFRRICHRORARE

Development of a Novel Metalloenzyme Reaction System Combining Substrate
Misrecognition and Mutagenesis

O] £ = (Osami Shoji)
%K - Be#t (Grad. Sch. Sci., Nagoya Univ.)

X#BEBREFL—V—ICELPESHBROIT AL REBEDRIHRIL
Visualization of the reaction process of biosynthetic enzymes using X-ray free electron lasers
Omifh HEI¥ (Eriko Nango)

FAL K% e R WEZE0T (Institute of Multidisciplinary Research for Advanced Materials, Tohoku University)

BEODTA—NT 1 7 EBERNEA T I ADERGHAR
Theoretical studies of enzyme folding and functional dynamics
OFr Ik 5342 1> (Munehito Arai)

VHUK - AL - A A BREE (Dept. Life Sci., Univ. Tokyo), > #Uk - ## (Col. Arts and Sci., Univ. Tokyo).
PR - B - Py (Dept. Phys., Univ. Tokyo)

HWFE RV =T 7 ERTFERCER OHMAERE

Functional Modification of Flavin-containing Monooxygenase through Machine Learning
Methodology

O3B B . (Kenji Watanabe)
HrI LK - 38 (Dept. Pharm. Sci., Univ. Shizuoka)

RN T F FEMBER DWEEIEIRIC & D ARIKEH B ORI
Macrocyclic complex skeletons generated by novel peptide modification enzymes

O A 2 (Toshiyuki Wakimoto)
dek - 38 (Faculty of Pharm., Hokkaido Univ.)



WS11

B &1 (f-—JL) / Room B (Mid-sized Hall)

67198 G / June 19 Thu) 1540 ~ 18:10

mERFNDEOEEZE, MFESKEELEEETF AR
Protein Science in Hemophilia, Treatment by Antibody Drugs and Gene Therapy

F—HFA Y~ L KIRAZ). Ak FF (ERBZAL)

Organizers : Susumu Uchiyama (UOsaka), Saeko Yanaka (Science Tokyo)

WS11-1

WS11-2

Ws11-3

Ws11-4

ws11-5

ws11-6

WS11-7

He:66
[16:40]

He:06
[15:45]

[16:15]

HHe:561
[16:30]

H+161
[16:50]

[17:15]

HH551

[17:35]

s
[17:55]

IZLsHIC

Opening Remarks

OPIIL # (Susumu Uchiyama)
KBKE (UOsaka)

REE VIIEFES IXAFOEOERY - £%
Protein Science and Biochemistry of Blood Coagulation Factors VIl and IX
Oy I+ R (Keiji Nogami)

HRILEFRS: - /N EFE (Dept Pediatrics, Nara Medical University)

MARESE VIl BFDEEEYSF
Structural Biology of Coagulation Factor FVIII
O¥airp 28% (Kio Horinaka), /A P (Osamu Nureki)
HOK - B - AW FL (Dept. of Bio. Sci., Grad Sch. of Sci., The Univ. of Tokyo)

MBEREEF DR ETF D/ NAR— MEIID/ N FEFEEANDOICHAREEME
Biopharmaceutical applications of the passport sequence controlling blood coagulation
factor secretion

Ot %— "2 (Koichi Kato), ZeA 22Fl '? (Hirokazu Yagi)

AR SRR - ZEarAESE £ ~ 4 — (EXCELLS, NINS),
2441k - B (Grad Sch. of Pharm. Sci., Nagoya City Univ.)

MERFRDRE L GE
Pathophysiology and Treatment of Hemophilia
OKFR 7] ' (Tsukasa Ohmori)

"R EERE R AR R S A AL A S 1B 2R AL 225K (Dept. of Biochem., Jichi Med. Univ.).
 HIRPERHR S8 5 T 1B FSE £ &~ # — (Center for Gene Therapy Research)

MERICH T B HRAERED SR EM-LRERIREDRE
Novel Therapeutic Agents for Hemophilia: Diverse Mechanisms of Action and Emerging
Clinical Laboratory Challenges

O E 17 2 (Tomoko Yamaguchi), Ffi3E 7% ! (Hiroshi Inaba), #JE Wl ' (Takeshi Hagiwara),
APY 3 ' (Ei Kinai)
" YOI BE R KRB - R BeAE P 228t (Department of Clinical Laboratory, Tokyo Medical University).
Kb - MLiEERE AL (Department of Blood Coagulation, Ogikubo Hospital)

RURII X TDEIK
Developing Next-Generation Emicizumab
O1fiZk 3¢ (Mina Ichiki)
FPALBLE - & 28 7 B RHEIESEERR (Protein Science dept., Chugai Pharma)

TT/HEIMINARNG =L LB BEFAROREEMEEERICHTIRNERE
Current Status and Issues Related to Manufacturing and Quality Control of Gene Therapy
Using Adeno-Associated Virus Vectors
O # (Susumu Uchiyama)
Bk - I - A28 14 (Dept. Biotech. Grad. Sch. Eng., The Univ. of Osaka)



C 413 (407) / Room C (407)
WS1 2 68198 (k) /June 19 (Thu) 1540 ~ 18:10 CEll e

HIRARDRENTH R ~ERESHROBREEEREICERZHTT~
Research advances in translation
~Focuses on fidelity and accuracy in genetic code decoding~

F—HFAY— IR EA IRAR). 2R % (I—2T0VF 17 ()

Organizers : Takehito Tanzawa (UOsaka), Takashi Kanamori (GeneFrontier Corp.)

teoer (LIS
[1540] Opening Remarks

WS12-1 ©cecer BERBIAERMEICHE B IRV RBORRE L ERM 2T 59 FES
[15:46] Molecular basis for the flexibility and accuracy of codon recognition during translational
initiation
OJF% 5t A ' (Takehito Tanzawa), Matthieu, G. Gagnon’
"Bk - #EMF (IPR, Osaka Univ.), > 7 F %A MK - € - #2504 (Dept. of Microbiol. & Immunol., UTMB)

WS12-2 tHes0r BMEARBRIMBRBICHIIZE2 NI EARDREEE
[16:10] Quality control of protein synthesis in the early elongation stage
OER BP0 ' (Asuteka Nagao), H1p§ F4 ! (Yui Nakanishi), 1117 & AR ! (Yutaro Yamaguchi),
=#} 1 ! (Yoshifumi Mishina), JFZ}: B§ | (Minami Karoji), 4% P43 ' (Takafumi Toya),
HEH 2 (Tomoya Fujita), ZI& 12 AHE 2 (Shintaro Iwasaki), =N fdtH ! (Kenjyo Miyauchi),
PRI #PET- ! (Yuriko Sakaguchi), #5A il ! (Tsutomu Suzuki)
"HUK - T - fbZE (Dept. of ChemBio. Eng., The Univ. of Tokyo). * Bl{L42RF %8 (RIKEN)

WS12-3 t654 SUNTHORENRBRERRE LD X /NI BAOMBEN

[16:34] The ABCF proteins in Escherichia coli individually cope with ‘hard-to-translate’ nascent
peptide sequences

O &3 ! (Yuhei Chadani), HH I JE48 2 (Hideki Taguchi)

"B - WF%ERE (Fac. of Env., Life, Nat. Sci. and Tech., Okayama Univ.).
2 HER K - A WISERE (Inst. of Integ. Res., Inst. of Science Tokyo)

WS12-4 8 tRNA wobbleU {Efi &8 T 5 2 DDEMHEDEFREDENICE /S5 THEICDVTORIR
[16:58] Effects of the deletion of the tRNA wobbleU modification in different organisms
O 152 (Yumi Nakai)
KOREFHER RS - 7 - A{L% (Dept. of Biochem., Med., OMPU)

WS12-5 w4 ARV DIEFZEEZES tRNA2- L/ I D AEHDMIEERDME
[1722] Studies on the catalytic enzyme of tRNA 2-selenouridine modification altering codon
decoding
OMEF: $a8k ! (Takuya Usui), )11 54 ' (Yume Ishikawa), HiA) 2 L 2 (Akiyoshi Nakamura),
i (JFL) BE2E 3 (Satomi Inaba-Inoue), Bl 2.2 ° (Toyoyuki Ose), Bk [ ° (Min Yao)

YJeK - Bisidi - A (Grad. Sch. of Life. Sci., Hokkaido Univ.). * #E&HF - 24 (Ins. of. Bio. Pro., AIST).
PAbK - JedEAdy - Ble (Adv. Life. Sci., Hokkaido Univ.)

WS12-6 806 BIRSATLOBEAD SR BEIESHEHROX DXL
[17:46] Unraveling the mechanism of genetic code decoding via reconstitution of a translation system

Ol 7k 354 (Yoshihiro Shimizu)
BIfF - BDR (RIKEN BDR)



WS13:

218 (408) / Room D (408)

B19H (K) /June 19 (Thu) 15:40 ~ 18:10

EFRB%RO NMR £ O3 ER

Recent advances in the observation of in vivo phenomena by NMR
spectroscopy

F—=HFAY— KNI &R GECEMZTRT . ik B GRREILKF)
Organizers : Takanori Kigawa (RIKEN), Yutaka Ito (Tokyo Metropolitan Univ.)

WS13-1

WS13-2

WS13-3

WSs13-4

WS13-5

WS13-6

e:001
[15:40]

He251

[16:05]

[16:30]

HH51
[16:55]

461
[17:20]

He:664
[17:45]

HWREAZFI 777« 2 TRIEDEOEDIFEEICERAZITE
Effects of the intracellular macromolecular crowding on protein structures
Ol P& (Yutaka Tto), 2% ) J% (Teppei Tkeya)

HEK - B - {b%% (Dept. of Chem., Tokyo Metropolitan Univ.)

NMR Z AW mERBICH T SR EOHE ERRT
NMR Characterization of Serum Protein Interactions Affecting Therapeutic Antibody
Functionality

O BT 2 (Saeko Yanaka), I $&— 2 (Koichi Kato)
"HRURHEK - AWFJER: - 7 v (Science Tokyo, IIR, MSL). * H AR #RFJekHE - 2 Bk E £ (ExCELLS)

b MEHRRPICEITEREBOWE. 41T IV ARVEOEEDHEERANA )L NMR EIC
KB

Structure, dynamics and interaction with protein of nucleic acids in living human cells as
revealed by in-cell NMR

O 1IE A (Masato Katahira)
BK - T AV F =BT A58 (Inst. Adv. Eng., Kyoto Univ.)

FUS D& - #RHER RO in-cell NMR 74

Structural insights into liquid-liquid phase separation (LLPS) mechanism of FUS using in-cell
NMR

OViH #2# (Noritaka Nishida)
T-3K - Bk (Grad. Sch. Phram. Sci., Chiba Univ.)

EZSHFICHEITEIA2ROI IV ADER
Progress of Metabolomics in Medical Science
O/ A 3% (Seizo Koshiba)

Bk - A 423 7 (ToMMo, Tohoku Univ.)

NMR (L& B HIRARBICHITD Z NN EORHE
Molecular Observation of Proteins in the Native Cellular Environment by NMR
ORI FEHI (Takanori Kigawa)

BUOF - 2k PRk (RIKEN IMS)
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DY 71 A BFRMFHEKRLR?
~BERRIROIRCREROBIAS EeHALTHERELES ! ~
Towards Reliable Cryo-EM Structures

— Let’s Share Tips for Analysis and Validation Methods!

2017 £ D ) — N ALEEZE DK, 7 T4 T BT Z MO HRT BT N £ 275 7 1 —ikI X A EEN S
L BENTWDE, ZO—HE LT, 77— 7B 5EEH O BT HEOZHIE L. Ticbviicezy 7k
TITNy =V FHTEL LI o2 EDBEITEN D, — T WA )7 0 LI R TR B OMEE )7
2B L Tld, BITE OB HRIAKTE T 280 04 ve KU =2 2 ay 7T, ATFHEEZ O, BT WEE
OFEICETAMEOTER, CNEOFIEZ HEMLT 27200y — VEESICOWCl#ES O T« LT 28 %48
L 72w,

Since the 2017 Nobel Prize in Chemistry, cryo-EM and cryo-ET structure determination have surged. Shorter data
collection times, diverse analysis methods, and accessible software contribute to this growth. Focusing on early-
career researchers, this workshop aims to share original idea in analysis and verification techniques, as well as thier
automation.

F—AFAT—E (HFL)Ex (UBEXRD). FE X (®IXILF—INERBZMITHEE)

Organizers : Satomi Inaba-Inoue (Hokkaido Univ.), Toshio Moriya (KEK)

830 (FLHIC
Opening Remarks
OsplR 25 (Toshio Moriya)
ROV F — AR 7ERAE (High Energy Accelerator Research Organization)

WS14-1 1836 U357 FZERALEY M AEHEBINRFEHBRENIY
Tips and Hacks for CryoEM Analysis in the Cloud
O®E AR Kifili (Daisuke Miyamoto)
AWS Japan

WS14-2 859 DeepMASC: Automated Mask Creation and Class Selection in Single Particle Analysis
Empowered by Deep Protein Probability Measures of Cryo-EM Maps

O Han Zhu', Daisuke Kihara’. Toshio Moriya’

'Department of Computer Science, Purdue University.

’Department of Computer Science and Department of Biological Sciences, Purdue University.

*Structural Biology Research Center, Photon Factory, Institute of Materials Structure Science, High Energy Accelerator
Research Organization (KEK)

WS14-3 1922 DAQ-Score Database and DAQ-refine: Deep-learning Based Quality Estimation and
Refinement of Cryo-EM Derived Protein Models

OH 7] ' (Tsukasa Nakamura), il %50 * (Genki Terashi), Xiao Wang’. AJE K3 >* (Daisuke Kihara)

T R BERE - WORENE - HEXE 2% (SBRC, IMSS, KEK). “Dept. of Biol. Sci., Purdue Univ..
’Dept. of Comp. Sci., Purdue Univ.

WS14-4 (945 Improved Cryo-EM Resolution of Enterococcus hirae V-ATPase: Structural Insights into
the Full Complex

O Yuan-E Lee'. Raymond Burton-Smith"?, Akihiro Otomo™. Kano Suzuki’.
Tsukasa Nakamura®, Toshio Moriya*. Takeshi Murata’. Ryota lino*’. Kazuyoshi Murata'”
'EXxCELLS/NIPS, ’IMS, *SOKENDAI, *KEK. ‘Chiba University

(38)



WS14-5 1(1008] hERG F + I DIBEM EAER OESHER
Structural Analysis of the hERG Channel and Binding Mode of Inhibitors
O T 3 2 (Yasuomi Miyashita), 5FJ& {29 3 (Toshio Moriya), JllE 4l * (Takafumi Kato),
JIWS B\ ® (Masato Kawasaki), ZZH B ] > (Satoshi Yasuda), Z23% BX)j% >° (Naruhiko Adashi),
R B 2° (Kano Suzuki), /NAEJEL 3 2 (Satoshi Ogasawara), 258 ¥ —BB ! (Tetsuichiro Saito).,
T ik’ (Toshiya Senda), #FH 1 26 (Takeshi Murata)

" F-# KB - 1€ (Graduate School of Medicine, Chiba Univ.), * T-#K i - # (Graduate School of Science, Chiba Univ.),
SRR - W (SBRCKEK), * 7 v 7 X 7 # — F K (Department of Biochemistry, Univ. Oxford).

SHEK - BAES A F 3 2 A% ¥ ¥ — (TARA, Univ. of Tsukuba).

STHEK - & v 82 A%+ ~ # — (Membrane Protein Research Center, Chiba Univ.)

WS14-6 (10311 Cryoelectron tomography: current state, challenges, future directions
O Oleg Sitsel

Marine Structural Biology Unit, Okinawa Institute of Science and Technology Graduate University

[1054] #=&E5t:R
Discussion
OFffi %% (JFI ) #3E (Satomi Inaba-Inoue)
JbitiEiEi K (Hokkaido University)

C 218 (407) / Room C (407)
WS1 5 8A 208 (£) /June 20 (Fri) 8:30 ~ 11:00 CEllla e e

BEEME+TIFIATN I 7 TREADPTHASRENOIEFT 1
Unraveling the Ubiquity of Photosynthetic Organisms through Structural
Biology and Beyond

HME  FMERFEMAR A [KERIEFT 1  HE5WBHMIKIRIBTHAEHZFEEET S
B FEaEhE

SEBAEWE, A OBIICEL T, R LEOHLPLZBBHEE LT ET, DL ) I, LD [£2T
AR EITIRR) Ol ®74)] ZARRICLAZERE LT, ¥RV EBIUY U7 B - EEEROR
BRBIGPETONE T Kby varTla, BEBREWIRO S V37 D= — 7 ke & £k =T TRl
LT 2 IEE S, SOMERCREERL TV z23 9,

Photosynthetic organisms have adapted to very diverse environment on Earth, from the tropics to the poles. One
key factor enabling this ability to perform photosynthesis anywhere on Earth (photosynthesis ubiquity) is the
environmental adaptation of proteins and protein-pigment complexes. In this session, researchers investigating the
unique functions of proteins from photosynthetic organisms through a variety of research methods will present their

latest findings.

F=HFAY— IR RK RIRKE). ME EA BRHILAE)
Organizers : Akihiro Kawamoto (UOsaka), Takahisa lkegami (Yokohama City Univ.)

WS15-1 (830 #IEa#iE Rhodobacter EOXBRELZ VNNV ET v T)—HiBL /07 b7 PEOFHRIL
Mechanism of photosynthetic membrane protein complex assembly and visualisation of
Rhodobacter chromatophore vesicles

OWIE ¥ (Atsushi Yamagata)
R - A PEFE (IMS., RIKEN)

(39)

Day 3 (June 20)

WorkShop



doysyxiom
(0T aunr) € £eg

WS15-2

WS15-3

WS15-4

WS15-5

WS15-6

WS15-7

[8:50]

[9:10]

19:30]

[9:50]

BREAHERDEED S5 R-BFEREROFTREBIHRER

Blue-green light utilization strategy of intertidal green algae as viewed from the structures
of pigments and light-harvesting complexes

OEF: HE1- 1? (Ritsuko Fujii)

VBAK - N TOREEFSEE ¥ % — (ReCAP, Osaka Metropolitan Univ.).
*BAK - BB - 1k (Dept. of Chem., Grad. Sch. of Sci., Osaka Metropolitan Univ.)

BEEYF EERCETREADITHRESHEABROIEFT 1
Unraveling the ubiquity of photosynthetic light-harvesting systems through structural
biology and theoretical chemistry
OF it F£38 2 (Keisuke Saito), i 8% 2 (Linhao Qiu), A7t Y& ' (Hiroshi Ishikita)
"HUK - JEUWF (RCAST, The Univ. of Tokyo). > Hik -« I + T (Grad Sch. of Eng.)

RLEZBERRICER TS IBEOFRARD7 1L FF I OEELEB E BT EME O
Structural comparison and evaluation of thermal stability of ferredoxins from three algal
species living in different temperature
OIWA J3E 2 (Nana Yamamoto), K PH #4 ' (Yusuke Ohnishi), [HH Z5H] 2 (Hideaki Tanaka),

WiRG PR ? (Genji Kurisu)

"Bk - & (IPR, The Univ. of Osaka). * Bk - # (Grad. Sch. of Sci., The Univ. of Osaka)

HER_ERLRFEEER Rubisco DRMIEEE R OB EER

Structure basis for the increased catalytic rate of Rubisco

O PEH ' (Hiroyoshi Matsumura), J&5F #i 2 (Wataru Yamori), H1HL —J2 ? (Issei Nakazato),
Yuchen Quz‘ EH 1T (Tomoko Miyata), 25 T ' (Ryo Uchara), FE% #&EL ' (Yuma Noto),
WPy & — 3 (Keiichi Namba), PEI1I 7% ° (Hiroshi Fukayama), £5#4% {#i— 2 (Shin-ichi Arimura)
"N K - BiZEfy (Grad. Sch. of Life Sci., Ritsumeikan Univ.),
2 UK - BelsegA 4y (Grad. Sch. of Agri. Life Sci., Univ. of Tokyo).
PP - ik Atk (Grad. Sch. of Frontier Biosci., Osaka Univ.).
‘BOK - HAEF YOKOGUSHI 1 (JEOL YOKOGUSHI Res. Alliance Lab., Osaka Univ.).
SHF K - A% (Grad. Sch. of Agri. Sci., Kobe Univ.)

1010 e Y—2NVEICHFETS. KFERBAICHEVLTIIIHRDY) O VREDREE

Lysine, a two-way player for H-bonding in a photoreceptor protein

OZ B 1E3 (Masaki Mishima)
PR - 38 - 53 T4 (Molecular Biophys, Dept. of Pharm, Tokyo Univ. of Pharm and Life Sci.)

(1030 EFHNXTERETIREHR S NI HESHBEDHRA

Structural elucidation of near-infrared light-driven photosynthetic protein complexes
OJI L FE# (Keisuke Kawakami)
SERF - BUNYEREREE L & — - A4REEHE G (RIKEN SPring-8 Center)

[1050] #EEIR

Discussion
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D £18 (408) / Room D (408)
WS1 6 68208 (£) /June 20 (Fri) 8:30 ~ 11:00 CElla e

RFEGE  EREEBRTEISHRERTRFE I NI7EOHEER
Element-based Biology: Interactions between diverse elements and proteins
in living systems

A I L2l U CRHWRER TR AR L CE e ZEZ 5N TWh, —2OFREHIE, ELIZX ) H7zicEL
728 VST EN, WERFHTE Dot R EMEMEATAZ LT, ZOREIMEMEIIHAATINZE V) LD
Thhbo RI—22ay Tk, 30 G k4 RICEOMELER %25, R, & 513 E» S8 L.
R ED LI IHIHICEZ2EBESECEZO0, T LTCEDE SR LIROIFEMEIC OV CHERT 5o

Life is thought to have expanded its use of elements through evolution. One hypothesis suggests that evolutionarily
new proteins enabled interactions with previously inaccessible elements, integrating them into physiological
processes. We will discuss protein-element interactions, how life's elemental usage has shifted over time, and the
potential for further expansion.

F=AFAT— LT (BEEZAE). &)l R (BEZEZ2XE)

Organizers : Norifumi Kawakami (Keio Univ.), Yoshiaki Furukawa (Keio Univ.)

830 (LIS
Opening Remarks
OJIIE T 5 (Norifumi Kawakami)
BEHEK# (Keio Univ.)

WS16-1 835 IWFZILFET TRIL L XBEROECZERRR
Biochemical analysis of an Escherichia coli strain evolved in the presence of ruthenium ions
O E T (Norifumi Kawakami), FEx} P (Rio Itsui), & A #& . (Kenji Miyamoto)
JBEMER - BT (Fac. Sci. Tech., Keio Univ.)

WS16-2 (8551 4EM/ICHITBEL U DEANZIES : L2V NI EOBEE. B8, H{LDfiRA
The role of selenium in life: insights into the function, structure, and evolution of
selenoproteins

O=J§ AW (Hisaaki Mihara)
Ak« H i (Coll. Life Sci., Ritsumeikan Univ.)

WS16-3 119 EUIFUELUEVITRATUDOHIE - WX NV EICE T3 HEER
Interactions in molybdate and tungstate transport and ttorage proteins
OMA fif92 (Nobutaka Fujieda)
KBAK - B - B2 (Osaka Metro. Univ.)

WS16-4 (1943 EESAM A O BICIEKTE LA X HARBREES /N SOD1 DBEREY

Structural stability of neurodegenerative disease-associated SOD1 regulated by relative
amount of zinc ions

Ol B (Yoshiaki Furukawa)
BEIG K+ BT, (Dept. of Chem., Keio Univ.)

WS16-5 (1007 EY5H1 ORSKLEH R ZHIHT 2R S /NI E RTMP1 OHEERZRT

Functional analysis of the novel protein RTMP1 regulating magnetite tooth formation in
chitons

OMA B+ (Michiko Nemoto)
B K B - BREEA: 4y F1 #4%H# (Grad. Sch. Environ. Life Natural Sci., Okayama Univ.)
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WS16-6 (1031 MHERBERMICISE LI iEM ORI
Translational regulation in plants in response to inorganic nutrient conditions
OMEJEL i (Toru Fujiwara)
HOK « B (Grad Sch Agric Life Sci, The Univ. of Tokyo)

(10681 Hb VI
Closing Remarks
O N EW (Yoshiaki Furukawa)
BEIS K% (Keio Univ.)

E &3 (409) / Room E (409)
WS1 7 6A 208 (£) /June 20 (Fri) 8:30 ~ 11:00 pabanesesion

R - I\EEMEHSBEADL T RERE D 7 FIVESORARERIFEGLHA
The latest research on immune-related signal transduction and its application
to drug discovery, revealed by cell and structural biology

W4, EOEEWMIET 272003 FSE 2 EmPREINTEY, TNOERAETL LI, TNFETH]AL
ENLholoEmBR T — R L, EHBEMRANLISHT 2N TED, KT—2 v a3y 7T, RIERSE
i) ¥ 7T IVRE - FEROSFEEEME - EAEMFOTEEMAGDEL I ETIILOTH SR La®
TEmEmOMIER 2 B £ 2. EEERAMEORERARENE R L L FO S ROEM OV Tl L 72\,
Recently, various methodologies have been developed to study proteins. By integrating these methodologies,
we can gain a deeper understanding of previously unexplained biological phenomena and apply them to new
technologies. In this workshop, we will discuss the role of protein science research and its future development,
including drug discovery research, based on cutting-edge research that has elucidated the molecular mechanisms of
signal transduction and induction that are responsible for activation of the immune system by combining cellular and
structural biology.

F—HFAY— HF BRM (FILXF). B =8 (LZXF). B Bz (UBEXF)
Organizers : Yoshikazu Tanaka (Tohoku Univ.), Koki Makabe (Yamagata Univ.), Toyoyuki Ose (Hokkaido Univ.)

WS17-1 (830 =i
Overview
OXRE SEM (Koki Makabe)
B R « BE# T, (Yamagata Univ.)

WS17-2 835 BHEKRENH S /INIHE HLA-G EZBHHOBERSE L/IEGEH
Structural basis of immunosuppressive HLA-G proteins and the receptors as drug targets
O ¥3EF (Kimiko Kuroki), Fijff F3Z (Katsumi Maenaka)
dEk - # (Faculty of Pharmaceutical Sciences, Hokkaido Univ.)

WS17-3 9051 4FEHA USEEEEMTEIVAC P XAHOILIVAGPCRICKBEBEG ZV/INIEL T FILEIE
DIBEERE

Structural basis of host G protein signal regulation by human cytomegalovirus GPCRs
mimicking chemokine receptors

O3 %2 (Naotaka Tsutsumi)
B2k - B4 (IR, Science Tokyo)

WS17-4 (9351 RNA 71 ILARICEKBE b JAK-STAT BEFEXDRF X HZ X LDORFEF
Molecular mechanisms of viral immune evasion via JAK-STAT pathway inactivation
O 3k ' (Miku Minami), J2#H /.2 2 (Toyoyuki Ose)

"Je kB - A @Rl (Grad. School. Life Sci., Hokkaido Univ.).
> JbKB: - ey (Faculty of Advanced Life Sci., Hokkaido Univ.)
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WS17-5 1955 BHIRRMHERZEECD72ICLB)HY KOINEZ—VRHE
Pattern recognition of ligands by the B cell inhibitory co-receptor CD72
OB A 15 (Nobutaka Numoto)
[k - FEBERF (Res. Inst. Interdiscip. Sci.)

WS17-6 (1025 RXAA VERENDEEICH S HAZERREREDEEZLOS FHIE
Molecular mechanisms of activity enhancement of bispecific antibody induced by changes
in the domain rearrangement
e &3 ' (Kyohei Sato), [ JE{ 13 ! (Shiro Uehara), ¥k 51 ! (Atsushi Tsugita),
FiH FRKE 2 (Mayuka Ishii), 711 %4587 3 (Shieru Ishiyama), i & 2 ? (Atsushi Macjima),
B #EBT 2 (Ishin Nakahara), 2435 258 2 (Misae Nazuka), A23J) £ ' (Takashi Matsui),
Rl 28] ' (Takeshi Yokoyama), FEZY S % (Izumi Kumagai), ELEE 28} 3 (Koki Makabe),
R FEKEE 2 (Ryutaro Asano), O BT ' (Yoshikazu Tanaka)

"4tk - Bisk iy (Grad. Sch. Life Sci., Tohoku Univ.).
PG TOK - BT (Grad. Sch. of Eng., Tokyo Univ. of Agr. and Tech.).
*UIBK - BePE T (Grad. Sch. Sci. and Eng., Yamagata Univ.), *JtHK - # (Sch. Sci., Kitasato Univ.)

F 18 (4024403) / Room F (402+403)
WS1 8 68208 (£) /June 20 (Fri) 8:30 ~ 11:00 pabanesoesion

RGBT IEMIERO/=H N TOT F — LRI R

Proteomic Technologies for Comprehensive Insights into Cellular Regulatory
Mechanisms

FAED T O F F — MENTHROMES L - T, Biliay V80 BOKBEBT O 7% 5F, 1) Y BRLRBE# 2 & OF
RikMEbi % 21T 725 280 BOMHT. & > 87 BIRAER AN AT 2 & % M ICHERIATRA 2 L) 12k o7z &
v varyTiE, MBAOEED GBI LT, Ta 74 — A Bis D L) IS TwE L n
IEICESEH T, RICTETF I ARSI L AR 2T B,

Proteomics advancements enable efficient and comprehensive analyses of protein expression, post-translational
modifications (such as phosphorylation, glycosylation, etc.), and protein localization and interactions. This session
will focus on the application of proteomic technologies to understand cellular molecular mechanisms, featuring case
studies from the field.

F=HFAY— 1 hFES (LBEXF). KH GEH (UBEXZF)
Organizers : Yoshio Kodera (Kitasato Univ.), Shinya Ohta (Hokkaido Univ.)

WS18-1 B30 sORYUZY MS ZRW:=R VNI BOERESERIT
Crosslink MS for protein structural analysis
OFFF) 3#EH (Tatsuya Niwa)
HORHK - WF%EBE - Mfet >~ ¥ — (Science Tokyo, IIR, CBC)

WS18-2 855 Sel-TCP-MS &IC K 2 ERERGIHEFDFHHRFEE
Identification of novel translational regulatory factors by Sel-TCP-MS
OB T¥E (Chisa Shiraishi), TiJ§l 17k (Kazuya Ichihara), 147 K% (Taichi Shiraishi),
AR A HHE (Akinobu Matsumoto)
4K « B (Sch. Sci. Nagoya Univ.)

WS18-3 19201 HRARIRZ NI EDLMERADETOT F—LIEIRAOHE
Challenge in true proteome analysis detecting the complete expression profiles in cells
OB #h4 (Yusuke Kawashima)
#3°& DNA #f (Kazusa DNA Res. Inst.)
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WS18-4 145 7OFF—LF—40EFEBIR

Sharing and Reuse of Proteome Data

O ¥ 12 (Shin Kawano)
LK - Rk T - 7—F ¥4 =~ X (Dept. of Data Sci., Sch. of Fron. Eng., Kitasato Univ.)

WS18-5 (10101 [Proximity labeling FI#BiEZ 71 IV R] ZRWV=71 WVAZERE - BEBBET 2 /T GO
Assay for virus receptor and cofactor molecules using recombinant virus used for proximity
labeling
O/gy HLgh, 23 (Norihiro Kotani), [1J F F:8f ' (Chikara Yamashita), /M2 AFET- 4 (Kumiko Komatsu).,

HKEF B (Yosuke Mizuno), & # > (Yutaka Narimichi), 54k 2 ° (Yoshiki Wakabayashi),
FLAK HA 5 (Yuuki Kurebayashi), 5k fdt4 ! (Kensuke Twasa), #IF - 2= & ! (Nan Yagishita-Kyo),
1A #%:7] ' (Shinji Yamamoto), 3 J1] FE4 ! (Keisuke Yoshikawa), 3885 fBEHE | (Takeo Awaji),
B M S (Tadanobu Takahashi), 7PN Y2 ° (Hideyuki Takeuchi), 4<% F— ¢ (Koichi Honke)

'R EBRK - IR - 83142 (Dept. of Pharm., Saitama Med. Univ.).

SEEEK - BERF%E ~ # — (Med. Res. Ctr., Saitama Med. Univ.).

PHEEBEK - IR - A4k (Dept. of Biochem., Saitama Med. Univ.).

SRFEBER - RS (Biomed. Res. Ctr., Saitama Med. Univ.).

SHHILK - 3 - k%% (Dept. of Biochem., Sch. of Pharm. Sci., Univ. of Shizuoka).
SESHIK - IE - 44k (Dept. of Biochem., Kochi Univ. Med. Sch.)

WS18-6 (1035 AirlD £7O7F—LEENZEM LM - £EHICEITIBZENIEORERT—IVE
The proximity world of proteins in cells and living organisms using AirID and proteome
analysis
Oy 7E W (Tatsuya Sawasaki)
Fl% K - PROS(PROS, Ehime Univ.)

B£i5 (Fk—JL) / Room B (Mid-sized Hall)
WS1 9 6 ) 1540 ~ 18:10 Japanese Session

A208 (&) /June 20 (Fri)

BRSO NVEE ReERET I NTERFEETDERE
Protein molecules that generate time: what they really are

1 | FMREREAME A (BRSO NTESE  SHE K] 2EH/ET FVNIEYY—F1U—]

[l & X7 B2e] L, ﬂﬁEE’JQE THER —EORMBH 252 ¥ A ~—D L) ZEMHAR, ZNOHLOERICH
B[R AT XA ZAL 28 287 B OERPHEEOBLED? S 7 70 —F 9 5 MBI T, AL VKD
T AT, W, Y. N7 7)) TEOFES AT AZMAESN TV LE—HOMEE L BRS L, [FEE2ELTT
5 YN BT ] OFEE L L TEHREIC oW THEBIT 2R AT T

Chrono-proteinology is a field of studies that approach time-measuring mechanism in organisms from the perspective
of functions and structures of protein molecules. In this symposium, we will invite researchers leading the chrono-
proteinological studies on mammals, plants, and bacteria. Let's enjoy cross-species discussion on the substance,

evolution, and diversity of “protein molecules that generate time”.

F—=HFTAY— && X (RREEZRAMERN) . KL EE (BARZMIHEE DF RIS
Organizers : Hikari Yoshitane (TMIMS), Shuji Akiyama (IMS, NINS)

(15401 (XUSHIC
Opening Remarks
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WS19-1

WS19-2

WS19-3

WS19-4

WS19-5

WS19-6

[16:45]

[16:10]

[16:28]

[16:45]

[17:40]

[18:05]

BESVNVES EREMD 24 BEZHT VT BFFA DXL
Chrono-proteinology: Timekeeping Mechanisms for Counting 24 Hours in Eukaryotes
O #ili ¢ (Hikari Yoshitane)

FREEF (TMIMS)

BFET 2 N O EIC A S BT DS FER

Exploring the origins of circadian clock system through clock protein evolution

Oriil J& ! (Atsushi Mukaiyama), it %% 23 (Yoshihiko Furuike).,
g (Z0) AT * (Kumiko Ito-Miwa), J&_I 35722 2 (Yasuhiro Onoue), 3PN A 2 (Kota Horiuch),
e BOK ® (Kanta Kondo), [1I'F 2248} ° (Eiki Yamashita), k|| /5% >* (Shuji Akiyama)

"REFEILK - A% (Dept. of Biosci. and Biotech.). * 41+ (Inst. for Mol. Sci.). * ##fk (SOKENDALI),
* 44 Kbt + B (Grad. School of Sci. Nagoya Univ.). * Bk - #F1ff (Inst. for Protein Res., The Univ. of Osaka)

H KaiC OBEICHFENBIBY) XLDOER

Structural Origin of Circadian Rhythm in Ancestral KaiC

Ottt 3422 ' (Yoshihiko Furuike), [ij[l] J&£ * (Atsushi Mukaiyama),
Bl (Z8) AT > (Kumiko Tto-Miwa), )2 I 352 ! (Yasuhiro Onoue),
BN A 12 (Kota Horiuchi), YT Ef K ? (Kanta Kondo), [LI'F 2%# ° (Eiki Yamashita),
FKIL 535 ' (Shuji Akiyama)

' TRHEIEZERT (Institute for Molecular Science).

2O IgEREBE K% (Graduate University for Advanced Studies).

RIS KA (Fukui Prefectural University). * 4478 k%% (Nagoya University).
> KPR 58 FVEFZERT (Institute for Protein Research, The Univ. of Osaka)

PRR5 & U TOCT1 & /N EDERKFHEFERIZ S O XFXF OB AR H (T 5 EERMHE

HICHETHD
Low temperature dependent degradation of PRR5 and TOC1 proteins implements
temperature compensation in the Arabidopsis circadian clock

OFRiH WH (Akari Maeda), # 2 %23 (Hiromi Matsuo), AFH1 W] (Tomoaki Muranaka),
138 #i A\ (Norihito Nakamichi)
% KB - A2 (Grad. Sch. Bio-agric., Nagoya Univ.)

BIRREZTHET % CRY 2NV EICHT BLEaME AV /- HEERE C 18 EE R
Functional regulation of CRY proteins regulating circadian time with compounds and its
structural basis

O H % (Tsuyoshi Hirota)
%R K - ITbM (ITbM, Naogya Univ.)

CaMKII-CaN %4t U 7= FLXRRE AR Hl i)

Regulation of sleep homeostasis through mammalian CaMKIl and Calcineurin

OXM 1 (Koji Ode)
BK - Bl - ¥ A7 5 X3P (Dept. Sys. Pharm., Grad Sch. of Med., The Univ. of Tokyo)

HarER

Discussion
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C 413 (407) / Room C (407)
WS2O 68208 (&) /June 20 (Fri) 1540 ~ 18:10 SIS

| PS- APPA- KPPS-PSSJ joint workshop: Protein Science from classical

to latest approaches

Protein science has been developed by a wide range of technologies, including structural biology, biophysics, and so
on. Considering the next era of protein science, it IS necessary to learn from the past and latest deep technologies
and to actively exchange ideas internationally. In this workshop, we are planning to introduce the latest cutting-edge
research, which will lead to the development of protein science in the world.

F=AFTAV— FRR (BEEERPHNAEMNTR) . BN B FRILKE). BE 8% (REXH)

Organizers : Young-Ho Lee (Korea Basic Science Institute), Masaki Okumura (Tohoku Univ.), Tomohide Saio (Tokushima Univ.)

[1540] LIS
Opening Remarks
OZF W5 (Young-Ho Lee)
i EILAER 7 SR ZEBE (Korea Basic Science Institute)

WS20-1 (1545 Endless Recycling of PET Plastics using PET hydrolases
O Kyung-Jin Kim
Kyungpook National University

WS20-2 (1620 Mechanisms of alpha-synuclein aggregation and inhibition in Parkinson’s disease
O Jean Baum
Department of Chemistry and Chemical Biology, Rutgers University

WS20-3 [1655] How a dormant, but essential, enzyme in Pseudomonas aeruginosa is activated 20,000-
fold by a cell-wall

O Kurt L Krause
University of Otago

WS20-4 (17301 Structural Basis for the pH-Dependent Functional Regulation of the Cytochrome bf
Complex

OBEA I (Genji Kurisu)
Bk - Z&WF (Inst. Prot. Res., Osaka Univ.)

1805 #AEEIER
Discussion
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% (408) / Room D (408) ,
WS21 68 20 B (&) /June 20 (Fri) 1540 ~ 18:10 dapa”ese SEsEan

AERRILEDIRFTTL
Antibody Design through Computational Science

ISR A L & E O IR LR UR BN L AT BT OIS I VRIS ED SN TV E T, il

i‘ﬁﬁi OIS T < PURREETA OIS R PR LA, O FLR 12 *é> FHSATCETVET, KT—27 a3y 7T,
TR 7 LB oA 17 2 2512 i silico AT THUER Z Pl - 794 ¥ TE 2 HAICOWTIRATHICB S b e ET

WCTHEEZTHE, BUROBEIZIOWER L 2w e w9,

The application of computational science to protein engineering has developed rapidly with the advent of Al

technology. Antibodies are no exception and are being used for antibody design and elucidation of antibody

maturation mechanisms. This workshop will discuss the latest challenges in antibody prediction and design using in

silico analysis.

F=HFTAY— 7ZE BT (EEREMESVZR . B8 K (RBRZE)
Organizers : Yoko Akazawa (AIST), Tomonari Matsuda (Kyoto Univ.)

[16:40] 1 USHIC
Opening Remarks
O B (Yoko Akazawa)
BT AIIZERT (AIST)

WS21-1 [1545] KEREHRRHS Al IZF V) F o 1tk
Antibody Development Aligned with Al from an Experimentalist’ s Perspective

OMFEt J6g9e (Mitsuo Umetsu)
PLK « BET. - 734 T. (Dep. of Biomol. Eng., Grad. Sch. of Eng., Tohoku Univ.)

WS21-2 (614 BEERXA VERBICAVWEHRRTIIFES) T« ORRICEITT
Development of a novel vaccine modality using Protein Domains as antigen
OHH # (Yutaka Kuroda)
TR - T - A4 T (Dept Biotech Life Sci, TUAT)

WS21-3 (1643 Computer-aided antibody design: Progress and challenges
OHH K#i (Daisuke Kuroda)
HK - SC8 - A4 (Dept. of Biosci, Coll. of Hum. Sci., Nihon Univ.)

WS21-4 (1712 EBFUFHEICES %/ AREBEIERREIR L5 FEE
Quantum chemical calculations for protein-protein interaction analysis and molecular
design
Offi% 3 (Kaori Fukuzawa)
Bk - Bidk (Grad Sch. of Pharm. Sci. The Univ. of Osaka)

WS21-5 (1741 HEIEKTFELLEWVVRERZ)—=22 5%
Antibody Screening Methods that do not Depend on Antigen
O DK ' (Tomonari Matsuda), /N 538 ' (Yuki Kobayashi), <3 By ¥~ > (Yoko Akazawa),
FeE FA ? (Yoshihisa Hagihara)

' BUHR K4 (Kyoto University).
? MBI A WIS (The National Institute of Advanced Industrial Science and Technology)
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E &8 (409) / Room E (409)
WS22 68208 (£) /June 20 (Fri) 15:40 ~ 18:10 CElla e

Al TIERRZZRHHHMRANRREEE HEFNHER S SHREEGIFAN=_X L

Understanding of Diverse Bio-molecular regulating molecular mechanisms of
signal transduction and enzyme functions by Al methods

AT (BWEE - R E) OEAIREGRFERICBVTORA 2R ZAE L Twde —77, FIZENIZHRWTIE
[ATFIHI SR EE & b B A BHAE RS AT 2355 A WREMER ] 12 oW T ok & Bl 0 Tz w
LBDbND, KT—27 2 ay TTEEMREGBLE Y — 7y P& LREND ALIEFRREZMA L 26, Al %
ERAES 2 FHCTA ORI £ LT 23 L IFROWREIEICE L TREim 2 RO 72\

Al has been used to create a variety of new scientific knowledge, including in life sciences. However, the "potential
and innovation of life sciences using Al" is not sufficiently recognized. We will present cutting-edge Al studies, and
deepen our understanding of the use of Al in life sciences.

F=HFTAY—  KZERE (ERRZ). LB BF (EERINHSMERN
Organizers : Yasushige Yonezawa (Kindai Univ.), Yuko Tsuchiya (AIST)

(15401 (ZUSIC Opening Remarks
O HE®: (Yasushige Yonezawa)
LKA (Kindai Univ.)

WS22-1 [i1545] FEFBZRAVENLBEOHOEEREAB ORI EFEET —IN—ADHESE

Analysis of structure-function relationships in heme proteins using deep learning and
construction of database of heme-protein structures

O 257 ! (Hiroko, X. Kondo), HEW 48 2 (Yu Takano)
"JLR K - 1. (Fac of Eng, Kitami Inst Tech.). *JATi APz - ¥ (Grad Sch of Info Sci, Hiroshima City Univ.)

WS22-2 (1615 Beyond SBDD: KA{L&MH S5 Al Bl
Beyond SBDD: Al-based chemical ligand generation technology learned from natural
compounds

OFBAR BB (Takuma Shiraki)
R - A9 M T (BOST, Kindai Univ.)

WS22-3 [1645] MD ¥ 1b—> 3 e RBEBZAVEAEEEZLRIEOIERLET—7 1 > JiE MOVE-
DM D#Es LS

Introduction and Application of MOVE-DM, A Nonlinear Morphing Method for Protein
Structure Changes using MD Simulation and Deep Learning

OE T 2 ? (Naoyuki Miyashita)
"YEK - AW PLT. (BOST, Kindai Univ.), * 30K - i - E##LT. (Grad. Sch. of BOST, Kindai Univ.)

WS22-4 (1715 Al iFEERN EHERRICE B AR EBMNHFHORERRENR

Precise Elucidation of Protein Dynamic Features Using Al Machine Learning Analysis and
Computational Science

O HE# (Yasushige Yonezawa)
FEK - Je3ik (Ints. of Adv. Tech., Kindai Univ.)

WS22-5 (1740 BFEBAESIAL—2a ERBFBICKDEVNVETORTY) v I FIVEERBORIR
Analysis of protein allosteric signal transduction mechanisms using molecular dynamics
simulations and deep learning

OFJE #F (Yuko Tsuchiya)
FERSHE - A THIRERF% > % — (AIRC, AIST)
(18051 HbH)IC Closing
O1& #F (Yuko Tsuchiya)
VESEBAN A WEFERT (AIST)
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