7—%%3av7 / Workshop

- A £ (KkAk—JL C) / Room A (Main Hall C)
WS1 6A11H (X /June 11 (Tue) 16:00 ~ 18:30 Japanese Sesssion
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5 3 | Protein Science from Multifaceted Perspectives
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IEOFERRLEMERICL Y, [V ARV — L0 mRNA OB P2 b ika P ET2HRL, Tl LK) RT
FREDPT 4 —VT 1 Y7L THRET 5] L) EROEHEBRDVPRECEELO2DODH L, AT —2 ¥ a v 7T,
INFTOFRIZELDNEVWHATORAEREZED TV H A ICLHN 2 EABRFXORERTBNALTHH
v, SROMIBATOEHEOHTIZ BV EEIE v,

Recent progresses are revolutionizing the traditional view of proteins as "the ribosome translates mRNA from start
codon to stop codon, and the completed polypeptide chain folds and functions". This workshop will introduce the
state-of-the-art of multifaceted protein science by those pursuing protein science from a viewpoint beyond the

canonical view.

F—HFTAY— HOZH ERIEAF). BF R EILKE)
Organizers : Hideki Taguchi (Tokyo Tech), Yoshikazu Tanaka (Tohoku Univ.)

(16001 (XUSHIC
Opening Remarks
OHMIT JE8 (Hideki Taguchi)
FOE T K% (Tokyo Tech.)

WS1-1 (1608 EAESHOBEENREBELT
Toward structural classification of huge biomolecular complexes
O/l 32K HR (Ryotaro Koike)
%K - 1 fit (Dept. of Info., Naogya Univ.)

WS1-2 (1629 Invitro & invivo ICBFIB R VINIET 2 —=IVT 1 I DEHRETFA
Theoretical prediction of protein folding in vitro and in vivo

OFiH: 5342 1 (Munehito Arai), KW #:i * (Koji Ooka), ZEf B+: ' (Shunji Suetaka),
:éfﬁ' lilz_?é ! (Masataka Yoshimura)

"HOK - #A At - B BEE (Dept. Life Sci., Univ. of Tokyo). * # K -+ #4€ (Col. Arts and Sci., Univ. of Tokyo).
PR - # - W (Dept. Phys., Univ. of Tokyo)

WS1-3 (1652 #IEJ KUY —KRRN—DSFHiE
Molecular mechanism of stop codon read-through

OMH B! (Yoshikazu Tanaka), FAAR HEA ! (Yusuke Ohkubo), ZEJHE 3% #il6 2 (Arisa Suto),
I 42 23 (Takashi Matsui), /N7 3658 2 (Yoshio Kodera), ##11] # 7] ' (Takeshi Yokoyama)

"HUEK - BE - ZE4EHE (Grad. Sch. of Life Sci., Tohoku Univ.), > JEHLK - 8 (Sch. of Sci., Kitasato Univ.).
PR - B - MRS T 1 54 3 2 A& ¥ & — (Sch. of Sci. Cent. for Dis. Proteom., Kitasato Univ.)

WS1-4 (1715 EHESMEZRAWETOTFH—LDOEEGERA
Elucidating the actual shape of the proteome using mass spectrometry

ORA HEFE (Masaki Matsumoto)
FERKFEBE - BRI - & 3 7 2/ (Dep. Omics and Systems Biol., Niigata Univ. Grad.Sch.Med and Dent. Sci.)
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WS1-5 (1738 HRIAIEERANH X T OHREFET 3 2 NI EBOXRIERE
Large-scale exploration of proteins inducing the formation of intracellular membraneless
organelles
O %554 ! (Tomohiro Yamazaki), fiZk 4 ! (Hiro Takakuwa), 3% P ! (Rie Doi).
S B T (Mizuki Iwata), —ff F1ZE | (Wakana Isshiki), 7+8] $#— 2 (Junichi Iwakiri),
Hk % (Kiyoshi Asai), 70 HIF ° (Yuka Iwasaki), I 5 ¢ (Atsushi Hatano),
AR HEEE 4 (Masaki Matsumoto), Zeng Chao’. ¥tH il ° (Michiaki Hamada),
JR. 56 3 (Kyosuke Adachi), JI]IT % & * (Kyogo Kawaguchi), R 45 EE " (Tetsuro Hirose)

"BOK - 2 A BEfE (Grad Sch. of Front. Biosci., Osaka Univ.).

> JUK - Hi#s (Grad Sch. of Front. Sci., The Univ. of Tokyo). * ##f (RIKEN).

* PR - € (Grad Sch. of Med. and Dent. Sci., Niigata Univ.).

S HLK « BT, (Faculty of Sci. and Eng., Waseda Univ.). ° ik - OTRI (OTRI, Osaka Univ.)

WS1-6  (1801] ATPase Z/ LA NA R FEICHTBIRE /N7 EOBIEHIEHIE
ATPases regulate the subcellular localization of single-spanning membrane proteins
O/ 8578 1 (Suzuka Ono), FRAS #2412 (Shunsuke Matsumoto), i S}-7&HL ' (Toshiya Endo)
" RO - 2R (Fac. of Life Sci., Kyoto Sangyo Univ.). > Juk - BE - %% (Fac. of Agric., Kyushu Univ.)

(1824 #AEEIM
Discussion
OHMr Bl (Yoshikazu Tanaka)
Wb K% (Tohoku Univ.)

WS2 B %15 (FA—JL 1/2) /Room B (Mid-sized Hall 1/ 2)
68118 () /June 11 (Tue) 16:00 ~ 18:30
sEHERZ O N7HEERREAVWEBES T AT LDEIE
Cell-free protein synthesis based molecular systems for new protein science
HiE  FMEEREME A [EVEEER T HEMBRD T AT LOKR LT Y TiEHESE |

MM 7 > X7 B AR (cellfree protein synthesis (CFPS)) & GRABRENTY VXV EEERTEL VAT LTH b,
CFPSiE, # =T VY AT A THAD, B TIIEEE - AR A EHTE S, Kt v a »Tld, CFPS %
AW OMAEREEZBNT 5. A7) —= 27, #EILGTILE ¥ 237 BOWRRNT . STz S8
JRVERREIZ DWW 7272 <

Cell-free protein synthesis (CFPS) is a system that can synthesize proteins in vitro. In this session, we will present
the latest research results using CFPS. Lectures will be given on a wide range of topics including screening, directed
evolution, functional analysis of proteins, and elucidation of protein translation mechanisms.

A=HFA Y= Al E—- EFKF). f ke (RRIEKXF)

Organizers : Ken-ichi Nishiyama (Iwate Univ.), Tomoaki Matsuura (Tokyo Tech.)

(16001 (ZL&HIC
Opening Remarks
Qﬁ\\?ﬁ Zv:«;—EE (Tomoaki Matsuura)
PO T 3ER# (Tokyo Tech.)

WSs2-1 1601 HERKXZBIEUEAANEIV - FV=BERUNIEERY AT LORR
Development of a versatile cell-free membrane protein synthesis system for social
implementation
OPEIL B — (Ken-ichi Nishiyama)

Tk - 2 (Faculty of Agriculture, Iwate Univ.)
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Day 1 (June 11)

Workshop



doysyiom

(LL aunr) L Aeq

WS2-2 [1625] 1 3 FZRH T REKYE B/SLIVF /KT T F ROEMITE K
Cell-free synthesis of hydrophobic -barrel nanopore-forming peptides capable of
single-molecule detection

OB F£T- ! (Shoko Fujita), JIIAT 1 2 (zuru Kawamura), JI[IF 3E 7] ' (Ryuji Kawano)
"B TKBE - T. (Grad. Sch. Eng., Tokyo Univ. Agric. Technol.). &€l k% - T. (Grad. Sch. Eng., Yokohama Natl. Univ.)

WS2-3 (16501 YRV =LTF 14 AT LA EZZRAWE G 2N ERHEVSEEOBERE
Cell-free synthesis of G protein coupled receptors and its application to ribosome display

ORY# K 3% (Tomoaki Matsuura)
WK - ELSI (ELSI, Tokyo Tech.)

WS2-4 (1715 BEVNVHEDOTEM VE MOBEREBRRBEAORTHERLSBONESLD
What we learned through trial and error to construct a complete in vitro functional
reconstitution system for membrane proteins

OF i 78 (Yuzuru Tozawa)
i EKBE - BT (Grad Sch. of Sci. & Eng., Saitama Univ.)

WS2-5 (1740 BIRIBENTF RICKDZ NI EEEMEL
Efficient protein production by translation enhancing peptides

O B4 (Teruyo Kato)
% Kb - ZEfivk2 (Grad. Sch. Bioagr. Sci., Nagoya Univ. )

WS2-6  [1805] TRAP 71 A7 LA ZAW=&H&E VN EHEDRIR
Mirror-image antibody-like protein developed by TRAP display technology

O 4 (Gosuke Hayashi)
%K - 1L - A:dnsrF (Dept. of Biomol. Eng., Nagoya Univ.)

C &g (hk—JL 1/ 2) / Room C (Mid-sized Hall 1/ 2)
WS3 6B 118 (X /June 11 (Tue) 16:00 ~ 18:30 SEIRIEES e

ANTF R DIREERK
The Present and Future of Peptide Design

AlphaFold % ProteinMPNN, RFdifussion 72 &® AT#HATIC & o T, & ¥ /87 EEH| ST HIE I T T X 5 B
Lol FHREEOFERIZL ZFHERIOM B, KBEEPOBHZ Y I2b—2a Y HRRIZL, ¥ /8 Hok
REEHANDIGH D HEA TV S, ZAIUIANT T FLHISCTIE R v, FRICAIEE R ENOISHA OB 25 1%, AlphaFold %
ETIEMHER R 2 WIFEHET IV BRBRIMONRTF FOEETH L, AT -7 ay 7T, STTELRTTF
ETFE 2 HEAE T 2 KB OE T B R, BURERE 2 B L 2035 /RO T T FEGETO R 22w Tl
5 fRttd 2.

The workshop gathers new researchers to exchange insights on peptide research's advances and its applications in

drug discovery, assessing both the contributions of Al technologies like AlphaFold and identifying areas that require
further exploration. The goal is to advance understanding and innovation in the field.

F=HFAY— 1 KL HE RRIEXF). 2H EE ERIEKXF)
Organizers : Masahito Ohue (Tokyo Tech.), Masatake Sugita (Tokyo Tech.)

(1600 XL&IC
Opening Remarks

(24)



WS3-1  [(1605] HERFZ UYL TWRFEAES I 21 Lb—2 a3 VICEDWERIRANTF N OREEB M F AR HT O3
EA

Development and Application of a Protocol for Predicting Membrane Permeability of Cyclic
Peptides Based on Molecular Dynamics Simulations

OKH B ? (Masatake Sugita), FEVL ¥k ' (Takuya Fujie). FEFL HEK ' (Yudai Noso),
W (2T % (Keisuke Yanagisawa), < bw JlES 1> (Masahito Ohue). FkIlI 4§ ' (Yutaka Akiyama)
"HCTOK - I T (Sch. Computing, Tokyo Tech.). * Hi437- IT AISEAFZEHE MR (MIDL)

WS3-2 (1628 BIMIEENTF RRBHOTY A UICETT
Towards designing dynamic membrane peptide assemblies
OPrt B (A Niitsu)
BT - BDR (RIKEN BDR)

WS3-3 1651 KNV EEHAEERZFRNET HNTF RBEZEHOSIEMRE
Rational design of peptide inhibitors targeting protein-protein interactions
OZ & B4 ! (Shunji Suctaka), i I3 | (Nao Sato), Pk 5247 ** (Munehito Arai)

"HOK - #AC - B BiEE (Dept. Life Sci., The Univ. of Tokyo).
20K - B - By (Dept. of Phys., The Univ. of Tokyo). * 4k « #4% (Col. Arts & Sci., The Univ. of Tokyo)

WS3-4 (1714 TSRS P)—F—bX—=2aVORRICAGERENTF NEEHIBIZ 77— 70—-B%
Development of antimicrobial peptide design workflow for laboratory automation
OMF - ¥ ' (Yuki Murakami), 7 f£— ! (Shoichi Ishida), 7K J# 4 ' (Yosuke Demizu),
JEI 2 ! (Kei Terayama)
"MK - ke (Dept. of Med. Life Sci., Yokohama City Univ.), * [{ v #ifif (NIHS)

WS3-5 787 27D DOERMEERBETT) Y ITERICEZFRENIVET7r—I REF ) dv—EE
ot
Design of new protein folds and oligomeric structures through simple and intuitive
backbone modeling strategies
O/ A (Naoya Kobayashi)
ZRREIK - Jein R - WRIAIK (Div. Mat. Sci., Grad. Sch. of Sci. and Tech., NAIST)

WS3-6 (18001 AlphaFold IC & B EM#EATIES / RIRN T F KO EREH
Computational design of target-binding peptides with AlphaFold
OX_FE Mt (Masahito Ohue)
PETR - NPT (Sch Computing, Tokyo Tech.)

(1823 FhWIC
Closing Remarks

(25)
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D=1 (107) / Room D (107)
WS4 6B 118 (X /June 11 (Tue) 16:00 ~ 18:30 Sl Szeesen

BEAHNENZERDHT - 818 - Wit - WEe 2 DL ST=HNRE i -
Exploring the true nature of proteins
- Challenges of linking protein structure, physical properties, and functions -

WTAEDOEAEHEEFEOM#IEIZET U, PDBICBHF SN TV ABEERA 20 HHEE2BA. AIDT I/ BREY 25
VA EAEMBEICFHL. 7304 PR EOBAERERTT OMEREN L 2572, L L. EAEIIE)
72 A ) . EEE ORI Z S G SFIHT 5 2 IR AEPH . €2 TERT—27 2 a v 7T TIL,
RA MEEIFZE, B - P - A2 % CHBIIARRRRE 2 AT 2L T, EHEOEOLEEML 20D
R & BRI T 5

Recent advancements in protein structural study give over 200,000 structures in the Protein Data Bank and predict
three-dimensional structures from amino acid sequences accurately. Despite these progresses, understanding proteins'
dynamic aspects and functional properties remains challenging. The workshop focuses on sharing innovative post-
structural studies to address these limitations and unveil the true nature of proteins.

F—=AFAY— " Rl RRES EEIZKXF). TR E ERKFE)
Organizers : Chojiro Kojima (Yokohama National Univ.), Koh Takeuch (The Univ. of Tokyo)

[16:00] (& UsIC
Opening Remarks
O AR (Chojiro Kojima)
Ml 37 K %% (Yokohama Nat'l Univ.)

WS4-1 (1610 EEFMF IV AV EAETIFMADHREA
Structural dynamics opens the new era of protein engineering
OEAR {EF (Kouhei Tsumoto)
WOKEEL, PERHIF (Sch Eng and Inst Med Sci, Univ. of Tokyo)

WS4-2 11640 BEEOAL—ZALBEEERRT H-HOBEAHFIBEZTEEREREERDOEDEEN—R
DOHRBR TREMICERNLTES

Residue-based correlation between equilibrium and rate constants is an experimental
formulation of the consistency principle

OffiH Kl ! (Daisuke Kohda), #k 2%—ER ' (Seiichiro Hayashi), iR FHifi 2 (Daisuke Fujinami)

"R - ARBEAE - MiEEY (Struct. Biol., Med. Inst. Bioreg., Kyushu Univ.).
? FI UL K - fo4 28 (Int. Pharm. Nut. Sci, Univ. of Shizuoka)

WS4-3 117100 EFHEEDSERMICET S Activatable 5> 70— DBI%
Molecular design of activatable Raman probes for multiplexed bioimaging
Offi%y B+ (Mako Kamiya)
PR - R L (Dept. of Life Sci. Tech., Tokyo Tech.)

WS4-4 (17300 DFENFEII2AL—2a VLB ENVEDEBEIAT IV AHR
Protein conformational dynamics studied by molecular dynamics simulations
O i fE (Mitsunori Tkeguchi)
Mk - 24y P (Grad. Sch. Med. Sci, Yokohama City Univ.)

WS4-5 (17500 774 ABFHEMELPBLEIVNIEDIAFIVR
Exploring Protein Dynamics Revealed by Cryo-Electron Microscopy
OMNE B2 ! (Takayuki Kato), 21| #— 2 (Jun-ichi Kishikawa), JE#H 45 ' (Mika Hirose),
KH B ' (Mao Oide)
"BOK - & F (IPR, Osaka Univ.), * T8k - i5ZE (app biol, KIT)

(26)



WS4-6 [1810) NMR &L =BhiiSEmRIcE D < ZHImE S A 7 L DIERE
Understanding multidrug resistance systems based on dynamic structural analysis using NMR

OAr N 1 (Koh Takeuchi)
HOKKE « #% (Grad. Sch. Pmarm. Sci., The Univ. of Tokyo)

E£18 (108) / Room E (108)
WS5 68118 (X /June 11 (Tue) 16:00 ~ 18:30 Japanese Sesssion

AIRFDOSELEET VI

Various structural designs of artificial antibodies

Pk e LA-ERETLAE, SR0ETIEE ST, b MEMLHIEOER 2 SI3HUHRESR & o R0 &
b%oT0d, ZORBIEESHIZEHICER L. RIAOHMEMELZ RE (WAL LSRR EETHA 1280, #ik
LREREZ AT B AR ORI RN A A 2 = ~DOREM b AL T WD, KT —7 v ay 7TRIEREL L R
5% NLSETUED [T 1I2EH L, REROMFEEOFED? L ATHOFEN & REL T %,

Antibody engineering, one of the protein engineering techniques, has become a fundamental technology for antibody-
based drug development. This field has further advanced in various ways, including creating antibody drugs with new
functions and developing biosensors through various structural re-designs that greatly modify the natural antibody
structures. In this workshop, we will focus on the various "shapes" of artificially designed antibodies and will
overview the achievements and prospects of this field through talks by cutting-edge researchers.

F—HFAY— B E (KRALKXT). BE =& (LZKFE)
Organizers : Takeshi Nakanishi (Osaka Metropolitan Univ.), Koki Makabe (Yamagata Univ.)

WS5-1 (16000 AILHADBELEET 1 > BIEHA
tg Ldic Overview of the workshop
pening Remarks)
ORiRE 3248 2 (Koki Makabe)
"B K - BE - PLT. (Yamagata Univ.), * & % 25(F (Presto)

WS5-2 (1605 I FIUE:ERE (Signalobody) DEIH
Creation of Signalobody
O it IE3R% (Masahiro Kawahara)
P& S A SAF (NIBIOHN)

WS5-3 (1630 BELZERRMERGOTFIETORTYIL
Design and prodrugation of various multispecific antibodies
O w8 KRS (Ryutaro Asano)
WRURE TR - Be T - ZE4 1. (Dept. of Biotech. & Life Sci., Grad. Sch. of Eng., Tokyo Univ. of Agric. & Tech.)

WS5-4 (1655 U5 ABFBEMBETHOMPIC U XA VBEFIHE5T _ERRERAOSHKELOS TS
Molecular basis for high functionalization of bispecific antibody by domain rearrangement
revealed by cryo-EM
OMEE F55F ! (Kyohei Sato), ¥R £E5 ! (Atsushi Tsugita), FXH: £% 2 (Takashi Matsui),

Bl #0H] | (Takeshi Yokoyama), HEZ i > (Izumi Kumagai), ELEE SE# * (Koki Makabe),
RUF WEAHE ® (Ryutaro Asano), HIH FLfll ' (Yoshikazu Tanaka)

"k - A (Grad Sch. of Life Sci., Tohoku Univ.), *JeULk - 81t (Grad Sch. of Sci., Kitasato Univ.).
PBLTOK - T (Grad Sch. of Eng., Tokyo Univ. of Agri. and Tech.).
*IPBK - BT (Grad Sch. of Sci. and Eng., Yamagata Univ.)

(27)
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WS5-5

W$5-6

WS5-7
b=
(Discussion)

[17:10]

[17:35]

[18:00]

RETEEROSVLV_ERRERAET7 +—7 Y PR EZTDEERADGH
Stable and productive bispecific antibody format and its application to medicines
Ol 2L (Makoto Nakayama), A & R 7> (Sayaka Takagi), [y B AlF] (Kaori Yamazaki),
AE IR (Seiji Saitou)
Y v HX &4 (Kyowa Kirin Co., Ltd.)

LassoGraft ik R =/ FEEADORBIBITHD “ #1307
Granting BBB-penetrating ability to antibody drugs using LassoGraft technology
ORSKR #— (Junichi Takagi)

Bk - #&FIF (Inst. Protein Res., Osaka Univ.)

IEFREMADIEET Y1
Structural designs of asymmetrical antibodies
OWPY 4% (Takeshi Nakanishi)

Bk - BE T - {b22254 F (Dept. of Chem. and Bioeng., Div. of Sci. and Eng. for Mater., Chem. and Biol., Grad. Sch.
of Eng., Osaka Metro. Univ.)

(28)



WS

A £ (KAR—JLC) / Room A (Main Hall C)

68128 (K) /June 12 (Wed.) 16:00 ~ 18:30

I ARAR T —=VEMFEDRATIR
Frontline of cross-scale biology
1  FMEEREMAR A [VORART—IViREME]

EMEREEE, (A) [7 0 AR — VHEYSF] Tld, ¥ YR BEOET - 5T LV oEEro v rr s - il
LAV OB ZEREIRE S TZ 7 10 A X7 — )V CBIMY 2 b4 2 RHAEAN 2 BA%E - I 2 2 L12& ), MBIt
DA RAEMBROBHE O L Twb, £7—27 2 a vy 7TIE, 70 AR7 — VitlIFsE O it CWRRIE T %

8 HDH THFFEH 12

WO E L2 FFEL T 272 <,

In our research area, we aim to elucidate various biological phenomena occurring within cells by developing and

applying various cross-scale measurement techniques to visualize the atomic and molecular-level structures of

proteins to the spatiotemporal dynamics at the level of organelles and cells. In this workshop, eight young researchers,
actively engaging at the frontline of cross-scale measurement research, will present their latest findings.

F—=AFA Y= F HERE (ERAF). BH LE (FEKRE)
Organizers : Masahide Kikkawa (The Univ. of Tokyo), Noritaka Nishida (Chiba Univ.)

WS6-1

WS6-2

Ws6-3

WS6-4

[16:00]

[16:18]

[16:36]

[16:54]

DBAMGIEF p53 EDFEEHIEICEH S HDM2 O multi-state & E D AR
Deciphering the multi-state conformational equilibrium of HDM2 in the regulation of p53
binding
Oz — ! (Kazuki Watanabe), #5 BE2% ' (Qingci Zhao). 7+ Z241 ' (Ryosuke Iwatsuki),
I BOK ' (Ryota Fukui), Weitong Ren’. B H & >>* (Yuji Sugita), P4 21 ' (Noritaka Nishida)

" T3 K - Be2% (Grad. Sch. Pharm. Sci., Chiba Univ.). > #4)f CPR (Riken CPR). * #4f R-CCS (Riken R-CCS).
* #1jf BDR (Riken BDR)

Prevention of particle adsorption at the air/water interface using DNA support structures
for cryo-EM
Ol 2 K 33 ' (Ryohei Sasaki), 3% 1] HEJE | (Masahide Kikkawa), i B > (Masayuki Endo)

VRUROR A - PR - ZEAHERS % (Department of Cell Biology and Anatomy, Graduate School of Medicine, The University of Tokyo).
PP - JEURRL B REA (Organization for Research and Development of Innovative Science and Technology, Kansai University).
PR - SRR B TT—RLEE Y ¥ A 7 A 4L (Institute for Integrated Cell-Material Sciences, Kyoto University)

/=& AFM (C &% SARS-CoV-2 ORF6 & /NI B DR FHtErER
Characterization of full-length SARS-CoV-2 Open Reading Frame 6 (ORF6) protein's
molecular properties through HS-AFM analysis
OV M AEEH ! (Goro Nishide), 1 ¥ ¥4 ¥ ¥ » ? (Keesiang Lim), A B4k 3 (Maiki Tamura),
JINHE Hi AT 4 (Akiko Kobayashi), #5 BE2% * (Qingei Zhao), 3% 515 >* (Masaharu Hazawa),
FHE 152 2 (Toshio Ando), VY #2314 ° (Noritaka Nishida), ™ + » 2" V) F ¥ — K 2* (Richard W. Wong)
"k - #i4 - 2 (Div. of Nano in the Grad. Sch. of Frontier Sci., Kanazawa Univ.).
* 4k - NanoLSI (NanoLSI, Kanazawa Univ.).

PR - A - JENRIESE (Grad. Sch. of Pharma. Sci., Pharma. Physi. Chem. Lab., Chiba Univ.).
YK - WioEA - 2 VN4 4 (Cell-Bionomics, INFINITI, Kanazawa Univ.)

FIWVINAI—FRUEIBRED T —T 1 7K

Seeding activity of Alzheimer's disease-fold Tau filaments

OFEJ BfE 2 (Shingo Tamai), ¥4} 55 | (Takashi Nomura), &R %5 3 (Ryo Fujioka), John Burke'.
117 %5 # (Atsushi Yamagata), 17K 258 F * (Mikako Shirouzu), 40-58 At 3 (Hiroki Sasaguri),
I JeHE " (Motomasa Tanaka)

VB CBS & 28 7 B U SE - — 2 (Lab. for Protein Conformation Diseases, RIKEN CBS).

2R REK - Bk ik A (Grad. Sch. of Med. & Dent. Sci., TMDU).,

* BIBF CBS #AERTEMENSEL = » I (Dementia Pathophysiology Collaboration Unit, RIKEN CBS).

‘B BDR % > 287 Fi ki - HimF9EF — 2 (Lab. for Protein Functional and Structural Biology, RIKEN BDR)

(29)
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WS6-5  11712) MRaFEES /N E PDZD8 OXRAK M MREHIC K B A H/IEE— I b2 RV 7EMIZIE

WS6-6 [17:30]

WS6-7 (1748

WS6-8 [18:06]

[18:24]

i2iilo)
Liquid-liquid phase separation through the IDR of an ER-resident protein PDZD8 induces
ER-mitochondria contact sites
O )R 2254 ' (Takahiro Nagao), Christian Hoffmann®. Johannes Tromm®.
Dragomir Milovanovic’, 4k #i4i- ' (Yusuke Hirabayashi)

"HOKEE - 1L - Ak# R4 1% (Dep. of Chem. and Bio., Eng., The Univ. of Tokyo).
*Laboratory of Molecular Neuroscience, German Center for Neurodegenerative Diseases (DZNE)

INREF—TNEDQ AN LEEEHFOFR=LHMR
Mechanisms of calcium homeostasis in the endoplasmic reticulum and Golgi apparatus
OEH: BHSF (Shohei Fujii), FiE% ik (Kenji Inaba)

K - A BERF (MIB, Kyushu Univ.)

KIF1A OBCMHEZEICHTS FHA X1 OEE M
The FHA domain is essential for the autoinhibition of KIF1A
OT-2 5+ (Kyoko Chiba), F}3JJ fifi4i~ (Shinsuke Niwa)

WAL RZ2Z BB 227 v v 7 4 7HESER (FRIS, Tohoku University)

HITHEF RV 14 OBEHIBORRA

Molecular mechanisms in force generation of minus-end directed kinesin 14

O4 I W ' (Tsuyoshi Imasaki), %2 ¥ 7 ' (Satoki Shibata), .3 F— 3 % 1) — > *(Sharyn Endow),
1~ H 3% ' (Ryo Nitta)
VHIK - BE - ) (Struct. Anatomy, Med., Kobe Univ.), > %2 —2% k% (Duke Univ.)

RAH®

Discussion

B4 (k—JL 1/ 2) / Room B (Mid-sized Hall 1/ 2)
WS7 128 (K /June 12 (Wed) 16:00 ~ 18:30 English Sesssion

6 H

PS/APPA E#97—7>av7

Workshop in Collaboration with PS and APPA

K —2r v ay 7Fid. BREHERSSIZ X 5 T, Protein Society & Asian Pacific Association & Ol % {2HE4 2
7z ICBIME S L E o Protein Society @ President, APPA O, BEOHAREHERFROBMS L CHBOS
ErffEshcnEd,

This symposium is organized by the headquarters of Protein Science Society of Japan to facilitate collaboration with

Protein Socoiety and Asian Pasific Association. The President of PS, the chair and member of APPA, the present and
former presidents of Protein Socoiety in Korea are invited.

F—HFA Y~ )l B KRAZ). Bifh B ClmiEAs?)

Organizers : Atsushi Nakagawa (Osaka Univ.), Katsumi Maenaka (Hokkaido Univ.)

[16:00]

iELHIC

Opening Remarks

OFRifp B§92 (Kastumi Maenaka)
JeiiE K% (Hokkaido Univ.)

(30)



WS7-1 [16:05] Molecular determinants of inclusion body structure and stability
O Elizabeth Meiering, Bruna Siebeneichler, Dalia Naser. Anna Schaefer. Xiaoyue Liu.
Michael V. Tarasca

Department of Chemistry, University of Waterloo

WS7-2 [16:40] Introduction of APPA and Research on Protein Misfolding in Neurodegenerative Diseases
O Yun-Ru (Ruby) Chen

Genomics Research Center, Academia Sinica

WS7-3 (17151 Deep insights into drug development using SBDDs
Sulhee Kim. Seonha Park. Byeongmin Shin. Kyuhyeon Bang. O Kwang Yeon Hwang

Department of Biotechnology, Korea University

WS7-4 [17:50] Protein translation and regulation in response to stress
O Yong-Gui Gao'"?
'School of Biological Sciences, Nanyang Technological University. *NISB, NTU

1815 ¥EEM
Discussion
OH )l 35 (Atsushi Nakagawa)
KR (Osaka Univ.)

2 (chk—JL 1/ 2) / Room C (Mid-sized Hall 1/ 2)
WSS 6R 128 (K /dune 12 Wed) 16:00 ~ 1830 nglish Sesssion

BHBRRRICEDZINIENACREA N ALDOREER : filtBEREERKADRE

Exploring Protein Self-Condensation Mechanisms in Dynamic Solution
Environments: New Perspectives and Future Vision

$HE  FWMEEREMFA B [FRIBRRIE]

FIRZEME S 87 BE, W - D EER 7 I 04 R b o 2B CERZ 0 L TR~ ik sE 2 HIM L T v 5,
ZO—HEOHCEMBREIL. WHENB L OMEFNLBERREISE LT, § U VESTFOIA Yy T+ A= a R
ST - TR EAERADRZLT 5 2 ETRELLZEMNABIR ThH L, KT -2 2 a v 7T, BRESZELICL 2
KRS VX7 B0 HUEH B 2 RO E L . SHROERIZOWVTHERT b,

Intrinsically disordered proteins (IDPs) regulate various cellular functions via self-condensation, such as liquid-
liquid phase separation and amyloid fibrillization in response to the physical and chemical solution environments.
In this workshop, we will discuss the latest research in the IDP self-condensation regulated by dynamic solution

environments.

A=A Y= Bl EF RERF). B8 A (REXF)
Organizers : Naotaka Sekiyama (Kyoto Univ.), Kenji Sugase (Kyoto Univ.)

WS8-1 16000 XAEMLAVNVHEICETZEBMHET I/ BEROBEFHERDERR
Exploring structural details of disease-associated missense mutations in intrinsically
disordered proteins

OBl 12 (Naotaka Sekiyama)
BOK - BIE - Ay P (Dept. of Biophysics, Grad Sch. of Science, Kyoto Univ.)
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Ws8-2

wss8-3

Ws8-4

Ws8-5

Ws8-6

[16:25]

[16:50]

[17:15]

[17:40]

[18:09]

Elucidation of Dynamic Interactions of Histone H3 N-terminal Tail with DNA in a

chromatosome

O/ 2T 12 (Ayako Furukawa), 7% S8 3 (Masatoshi Wakamori), AH %52 4 (Yasuhiro Arimura),
K& F5BH 2 (Hideaki Ohtomo), HtH BEYL 2 (Yasuo Tsunaka), #AMEIK 4= * (Hitoshi Kurumizaka),
it 3 (Takashi Umehara), P&} 33 2 (Yoshifumi Nishimura)

"HUKEE - B - BJIZEAr (Div. Appl. Life Sci., Grad. Sch. Agric., Kyoto Univ.).
ik - ZE4¥PE (Grad. Sch. Med. Life Sci. Yokohama City Univ.). * 84 - BDR (BDR, RIKEN).
K - s RF (IQB, Univ. of Tokyo)

E£Z-HRANEOE ACHEBIEZIFE - IRTH5FE0RRE
Monitoring and disturbing protein self-condensation inside living cells
OFr T4 1,23 (Hideki Nakamura)

"ZUK - [1H & >~ & — (Hakubi Center, Kyoto Univ.).
PHOK - T B /EMAba: (Dept. Synth. Biol. Chem., Sch. of Eng., Kyoto Univ.).
PIST & &3 T T s kMR ] JST PRESTO, Biomolecular Supra-Assembly)

RISM/3D-RISM ¥ & B LA FOBEMICET 3 IERMAR

Theoretical study on the solvation biomolecules by the RISM/3D-RISM theory
T #2Az ' (Norio Yoshida), [1]17] #% 2 (Tsuyoshi Yamaguchi)
"4k - Wt (Grad. Sch. of Info., Nagoya Univ.). > %K - T. (Grad. Sch. of Eng., Nagoya Univ.)

Understanding amyloid protein aggregation from the perspective of the monomer
conformational ensemble

O John E. Straub'. Debayan Chakraborty’, D. Thirumalai’®

'Boston University. “The Institute of Mathematical Sciences.
*University of Texas at Austin

Rheo-NMR IC& D a-2 X7 LA D7 2 O04 MR DRBRLFFR A LR E SRR
Site-specific kinetic analysis of amyloid fibrillation of a-synuclein by Rheo-NMR
O WA 818 ' (Kenji Sugase), i B 2 (Kei Sato), ] FEA 2 (Kota Yoshioka),

A K% 2 (Daichi Morimoto), 7 J1] MiZ2F- ! (Ayako Furukawa)

"HUK - B -/ (Dev. Appl. Life Sci., Grad. Sch. Agric., Kyoto Univ.),
*HK - T+ 451 (Dep. Mol. Eng., Grad. Sch. Eng., Kyoto Univ.)
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ERHOfINEEZRKRET HRURBERFERZMORTR - MERMEICH TSR
DEHHEM

Current trends in analytical technologies for development and quality control

of next-generation therapeutic antibodies that maximize the value of proteins

VAR, SRR L S N R BB EIR OB EAR, T Ay P ATFL AN —ZOFRICKELSERL TV,
KT —27 2 avy 7 Tid, AMED kECIBRNE - SWIEEBLo 720 O AR FR BRI I B 5 [IRICHUEE RO
FRACZ I 7 SRR X OVE TR T 2 HATRIRTGE ] ORCR E IS, IREREIBURIE SR S O B 5 & SRR
CBWCTEEL L2 EAEOGIHEMIZES L2 H TLRFHMEBN L. R TORBENEEICBIT 2 EHERFOR
HRIZ DWW TRgi L 72 s

Development of engineered next-generation therapeutic antibodies has expanded. This workshop focuses on the
progress of AMED project on “Research on quality evaluation that promotes the development of next-generation
therapeutic antibodies”. The latest topics in analytical technologies are introduced, and contribution of protein science
in future drug development will be discussed.

F—=HFAYV— 6H BF (BxEEZERKEEMIR) . FXEFE GRRAE)
Organizers : Akiko Ishii-Watabe (National Inst. of Health Sci.), Kouhei Tsumoto (The Univ. of Tokyo)

WS9-1 [1600] RitXAAFEZEMOERLICH 7=aEFHEROERFEICEAT S RTHMEICONT
Studies on quality evaluation and control methodologies for the development of
next-generation therapeutic antibodies

OF H B (Akiko Ishii-Watabe)
[# ViR (NTHS)

WS9-2 (1605 Multi-attribute method (Z & 2 A ES M OHEE F it SF
Evaluation of structural properties of therapeutic antibodies by multi-attribute method
ORFFE HIEE (Noritaka Hashii), 7N %5 (Chihiro Obata), 453 BJ-F- (Akiko Ishii-Watabe)
&V i F (NTHS)

WS9-3 (1638 FMBRERGBIROIAV 7+ A—=aF VM FEEZBIELES T HNEE
Raman spectroscopic analysis for conformational characterization of high-concentration
antibody solutions
OFEM A BE ! (Satoru Nagatoishi), 27 848 2 (Sato Yusui)y AR T £27] 2 (Takashi Kinoshita),
1% 7 iR ER 2 (Shintaro Noguchi), HAS #5353 (Kouhei Tsumoto)

"HOKEE - T BT RS £~ 4 — (MDRCC, Sch. of Engineer., The Univ. of Tokyo). > 3358455 (HORIBA, Ltd.).
PRAKBE - - "4 F Ty Y =7 Y ¥ (Dep. of Bioengineer., Sch. of Engineer., The Univ. of Tokyo)
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WS9-4 [(17.01] MAEEMOSRIGEFEMICHIT7ZIEEE NMR EZOREREERKH
Development and application of NMR method for higher-order structure evaluation of
therapeutic antibodies without stable-isotope labeling
O %— (Koichi Kato), &H ZFF (Sacko Yanaka)
H RRHARTTERRAG - 2Bt £ (ExCELLS)

WS9-5 [17:29] 74 A EFIAME & AW FESREm OSSR
Structural analysis of therapeutic antibodies using CRYO EM
OAT B ! (Masato Kiyoshi), ¥k ¥ >/ % (Song Chihong), £+H1 ZFF % (Sacko Yanaka),
T $— 2 (Koichi Kato). 44 H F13% ? (Kazuyoshi Murata), 53 BJF ! (Akiko Ishii-Watabe)

R 7 R S T R 2R RIFSE AT - 2R W 8 (Division of biological chemistry and biologicals, National Institute of Health Sciences ).
* I RBHERFSERERG 2L Al #E%E ¢ ~ 4 — (ExCELLS)

WS9-6 (1757 REAE/ NS A ERMOREEMFICET -0 HBARFEDEE
Formulation development for the reduced aggregates in the next generation therapeutic
antibodies
OWIL A (Susumu Uchiyama)
KPR - 10 - A2 1224 (Dept. Biotech, Grad. Sch. Eng., Osaka Univ.)

(1825 HhWIC
Closing Remarks

OHEA #5F (Kouhei Tsumoto)
WK% (The Univ. of Tokyo)

E£i8 (108) / Room E (108)
WS1 06 B128 (K /June 12 (Wed) 16:00 ~ 18:30 Japanese Sesssion

AVINTERADIE=HDTNVFH Sy 7 AfEHRiEH
Multi-omics data analyses for promoting protein science

EHEMEOTH TR, 43Iy 7 27— OFHTRREPSEICIERL T, LAl B220HTOXR T —
¥ OHRDE NS H Y . ZOBIERIEE LT FITERH SN TR VOPBIRTH 2. Kty v a TR 7r/ a7 —
FERIGLOETHEELRY Y —AZMRITEH L, EHEMIEZINES 27200 VT F+ I v 7 AT~ OBEZ Y]
D# 72O DIF TR ORI G Lt D EtET 2 2 & Hig ¥,

In the field of protein research, the availability of omics data is rapidly expanding. However, due to differences in
culture and data handling across various disciplines, its full potential has not yet been fully realized. This session aims
to promote cross-disciplinary fusion and collaboration to effectively utilize a wealth of resources, including genomic
data, and pave the way for multi-omics analysis to accelerate protein research.

F—HFA Y= AT BE GRILAF). MR B (BROKKFAY)

Organizers : Kengo Kinoshita (Tohoku Univ.), Kei Yura (Ochnomizu Univ.)

WS10-1 116000 NAANVI S+ NV OBHETZTOTH—LT—4
Proteomics data of BioBank Japan
Oy ¥ —BI (Yoichiro Kamatani)
F 3t k% (The Univ. of Tokyo)

WS10-2 (16300 4/ L& : 7/ LND T MEROEBERE I HEE TORIR
Genome and structure: Interpretation of genome variants with protein three-dimensional
structure

O H #4722 (Matsuyuki Shirota)
HEK - & - Al 7 1 (Al Innovative Med. Med., Tohoku Univ.)
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Ws10-3

Ws10-4

Ws10-5

WS10-6

[16:55]

[17:18]

[17:40]

[18:05]

AMED 7F—&H#;ER75Y b 74—LTTEBZL
Introduction of AMED data utilization platform and its key features
O34 A (Susumu Yamanobe)

AMED

BRI ORRL RF
Rapid Advances of Spatial Analysis Platforms
O# K B (Yutaka Suzuki)
WERURAER B SR ML R 768 (Graduate School of Frontier Sciences, The University of Tokyo)

XA RO—LERPNVREL 7/ LBEZ EEQERZOH L RHA
Metabolomics advances protein science in the age of genomics
O/ H23% ' (Seizo Koshiba)
"HLK - 2 AN 2 (ToMMo, Tohoku Univ.), * BUEK - ARMESHRAIK € > & — (INGEM, Tohoku Univ.)

H/NBRE - B R OZENTIVFF I v AR

Spatial multi-omics analysis of microtissues and tissue sections

O - 2 (Hiroko Matsunaga), #iJI] £ A “*** (Masahito Hosokawa), i [1%% > (Yoshihiro Izumi),
Z% FEHi ° (Kosuke Hata), H535 et 5 (Takeshi Bamba), A7l & "“*** (Haruko Takeyama)

"R - 7 9 4 ZHI8iE (Res. Org. Nano Life Innov., Waseda Univ.).

2 #HF CBBD-OIL (CBBD-OIL, AIST-Waseda Univ.).

PR - BE - JGiEBLT (Grad. Sch. Adv. Sci. Eng., Waseda Univ.).

LK - e rBRERF (Inst. Adv. Res. Biosyst. Dynam., Waseda Res. Inst. Sci. Eng., Waseda Univ.).
Pk - A PEHE (Med. Inst. Bioreg. Kyushu Univ.)
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BAEAEHFS—BEXENIZFSNA A5HUY A I AHARBE—AX7OTFH—L4
P&, ®#AI—-9av7
PSSJ-Devision for bio-analysis of SBJ-JPrOS joint workshop

IAEOFHUBAM OFR IV~ IV T4 I 7 ARVPBEAIITDORL TV T VL, £2CT AT =7 ay 7Tk, &
WTORREZ HLIICH > TV EAEAHEIC, mRNA 225883 2 RABEOMBENTIZE (Tur4+3I7 ), &
HIPIRREEIC & D R AR S A G oMrIITgE (XA R I 7 R), £ LT, SHBERHO &AM 7 3HEi &
ISR T 2T, (22w T, BT 2 3 DDFXOMEEINIFE ORI & B AL, 512, 47D
BEIZOWTHERT 2. BEHEMFOSBEO—BOWN Y NEOLPIHEEE Lz,

Multiomics research has been actively conducted. In this workshop, researchers from three related societies will
present the recent situation and the latest research results on proteomics, metabolomics, and the analysis of structures
and functions of multiple types of proteins, focusing on proteins that play a central role in biological functions. We
hope that this meeting will provide an opportunity to further expand the scope of protein science.

A=AFTAT— A E (RRKRS) . Fi5 L (WMKE). 5& & (RERFH)

Organizers : Susumu Uchiyama (Osaka Univ.), Takeshi Bamba (Kyushu Univ.), Yasushi Ishihama (Kyoto Univ.)

830 (EUBHIC
Opening Remarks
OPIIL #E (Susumu Uchiyama)
KR (Osaka Univ.)

WS11-1 840 EE. BRE. SRE7OTA—LBIAOLHOBETOATAIVIRT Y N T74—L4
Machine-gun proteomics platform for high-speed, high-sensitivity and in-depth proteome
analysis
OfHE R (Yasushi Ishihama)

3K - 2% - 1% (Grd Schl of Pharm. Sci., Kyoto Univ.)

WS11-2 007 EPEEEZRAVE1#R7O074 IV RAEEFOGHA
Water droplet-in-oil method-aided single-cell proteomics and its applications
OH4H 5% (Takeshi Masuda)
BEHE X - TAB (IAB, Keio Univ.)

WS11-3 1934 HFEBRERFEOSREEL I 7 XER

Transomics analysis of the central carbon metabolism of Saccharomyces cerevisiae

OFYH 54 (Fumio Matsuda)
WK BE - 5%t (IST, Osaka Univ.)

WS11-4 11001] RIEXTF A - XHNVIHEICEBINFA Iy I ABBRTHREL 21— 1 A0S —
Challenging Human Biology through Multi-Omics Analysis in the Tohoku Medical Megabank
Project

OARTF BE ' (Kengo Kinoshita)
U6k - Hi#E (Grad. Sch. Info, Tohoku Univ), > HE A - A6 X 7 4 A1 b -+ A %75 % 7 FehlE (ToMMo, Tohoku Univ.)

WS11-5 110281 YRV —=LEGRORBEANBIER
Reconstitution of ribosome biogenesis in vitro

HA Hi (Wataru Aoki)
Bk - T - 249 T (Dept. Biotech., Grad. Sch. Eng., Osaka Univ.)
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[oss) HbhWIC
Concluding Remarks
O M5 fdtth (Takeshi Bamba)
LR (Kyushu Univ.)

C&tg (fRh—IL 1/2) / Room C (Mid-sized Hall 1/ 2)
WS1 26 B 138 ) /June 13 (Thu) 830~ 11:00 Japanese Sesssion

5 BEHEIE 2 R[5 Feinikif
Unveiling the kinetic-driven LLPS mechanism by the cutting-edge
technologies

IR — BT S B FEBEA VT4 7 OBFZEDIEE L USH; & LT O - ik 8E (LLPS) ORERER A 71 = X 412
FEHPEE 5TV %, LA L, Z0 liquidlike Z2W1%EW 2 HERDF3E 7205 TlEifllog Lk < Bl b 56 <0 s Bt o
HosRO His o FISHIENTE R 5 T HIOADERRLBH LR ER. ¥ 1 47 7T AL DWHEOTR - fE - £E
LG EORLEDOELH FITRT =2 ay TTlR. RFOFEMBIZBEN L. EWEOHESEEO S T ERIC
DTk g %o

Despite the accumulating knowledge of LLPS controls in the biological events such as stress granule, structural
information within the droplet remains obscure. This workshop will feature the latest studies from scientists who use
the cutting-edge technologies from the aspects of molecules, proteins, organelles, and cellular dynamics.

A=A V- TR &% REARF). BN EH (FRILKZE)

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

830 (LIS
Opening Remarks
O %3 (Tomohide Saio)
i 55 K% (Tokushima Univ.)

WS12-1 835 MHEHBEICHIZ5FOREZ(LERZS
Visualizing the molecular dynamics within droplets
O%% Y— (Eiichiro Mori)
HRPEEK - RHILBERF (Dept. Future Basic Med., Nara Med. Univ.)

WS12-2 (8521 Transition of protein aggregates in the solid phase: from oligomers to amyloid fibrils
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).

*Frontier Research Institute for Interdisciplinary Sciences (FRIS), Tohoku University

WS12-3 (@10 HREAESEEZFIRILT S - BRIFT 2 EiREil
Probing and manipulating biomolecular condensates

O T 23 (Shunsuke Shimobayashi)
5K - iPS W (CiRA, Kyoto Univ.)

WS12-4 (1928 W3 FENLMIEER bLAFERAL T E—2 a3 Okl
Small molecule-mediated control of stress granule condensation
O Hb 32 12 (Hiroyuki Uechi)
'MPI-CBG (MPI-CBG). * #dtk - ##E&fF (FRIS, Tohoku Univ.)
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WSs12-5

WS12-6

ws12-7

ws12-8

[9:46]

[10:01]

[10:19]

[10:37]

[10:59]

RANEBOEIRILIC X B HEHEIRRR
Understanding the LLPS function by visualizing inside droplets
OBA} 1A (Masaki Okumura)

YLK - 22B$F (FRIS, Tohoku Univ.)

IV A=V T ERVERBRICSEBICHFET ARBORERERFHES SURKRLICH TS
BER &R

Discovery of large amounts of nucleic acids in droplets using Raman imaging and their roles
in droplet dissipation and aggregation

OHfk 221 (Takakazu Nakabayashi)
HLKBE -« 3 (Grad. Sch. Pharm. Sci., Tohoku Univ.)

I3 LYHE CAHST1 2 VNV BORKICESHHK I T 2— PO
Self-assembles of tardigrade CAHS1 protein into fibrous condensates under desiccation
condition

OZA gl ' (Maho Yagi-Utsumi)
"%l K - B (Grad. Sch. of Pharm. Sci., Nagoya City Univ. ). * FISRBFARFSEREHE - L ar k58 (ExCELLS, NINS)

REERVHE D BEM B D A T8

Development of Functional LLPS Materials

ON T B ' (Takahiro Muraoka)
YRR ¢ 1 - ML (Dept. Appl. Chem., Grad. Sch. of Eng., TUAT). * i JILL i #F (KISTEC)

Ao E

Discussion

OBA IEA (Masaki Okumura)
Hb K% (Tohoku Univ.)

WS13:

£12 (107) / Room D (107)

~ > 5
AB13H (K) /June 13 (Thu) 8:30 ~ 11:00

RAGHMEMPNVIRS I VNIEIET7OQVT1 7
Frontier of interdisciplinary protein engineering
HE | FWMEERHMA B [ SRIEEE X /N EESKRDERETE [SPEED] D#EL]

BETLEORBEIZL>TY VX7 HAOWRH ZUE L, T~ T ) TIVEAIMT 5% VX7 T LFEDPFERL 2.
WAED Y VST BTG I WA 0y — - L - S - PR Uik e 2 ise B L BE T 5
ZET, HRROGTFHBZL L) LR T 2R 2B ENTWE, RT—7 23y 7TTIRY U3 HETE -
B - Al A IREH ORI DWW THRIG L, ¥ /X B LEORZIIOWTERT 5o

Recent protein engineering research has been collaborated with various research fields such as chemical biology,
inorganic chemistry, structural biology, and computer science to create functional molecules that potentially surpass
natural ones. In this workshop, we will introduce the cutting-edge interdisciplinary research and discuss the future

direction in protein engineering.

F—HFA = FIR i RRTEAS). A MR (JSTEEH)
Organizers : Naohiro Terasaka (Tokyo Tech.), Yuta Suzuki (JST PRESTO)

[8:30]

iELoIc

Opening Remarks

O Wik (Naohiro Terasaka)
FOE T K% (Tokyo Tech.)
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WS13-1

Ws13-2

Ws13-3

Ws13-4

WS13-5

WS13-6

[8:35]

[8:55]

[9:19]

[9:43]

[10:07]

[10:31]

[10:55]

mPKER ROy 7Ly MCHALEERRBRRZAVEZONIEELS AT L
Protein evolution by cell-free translation system in water-in-oil droplet
O WK (Naohiro Terasaka)

PR - JbERZE4HF (ELSI, Tokyo Tech.)

BUNTETRICEBEHERBMNI T Y — DR

High-performance biosensors for cell metabolism using protein engineering

OIRZE HEA 2 (Yusuke Nasu), A% B8 ! (Yuki Kamijo), F % ¥ NV @ 5— | ! (Robert Campbell)
'YK - B - {2 (Dept. of Chem., Sch. of Sci., The Univ. of Tokyo). * B Ak HAEHE (JST)

BRIULFEEERE LT RBMEMESHEBROERIY
Structure-based engineering of secondary metabolite enzymes
O# B4 (Takahiro Mori)

HOKPBE# (Grad. Sch. Pharm. Sci. The Univ. of Tokyo)

AT F RTH SIEXRHE de novo R /NI EEAH

De novo design of asymmetric protein complex scaffolded by a peptide chain

OAM {5 ' (Shingo Honda), Kejia Wu'?, Justas Dauparas'’, Basile I. M. Wicky'?,
Yang Hsia"?, Ryan D. Kibler'”. Davi Nakajima An"*, David Juergens'”,
Florian Praetorius'. David Baker'?

"7 ¥ ¥ b ¥k - Department of Biochemistry (Department of Biochemistry, University of Washington).
> 7% ¥k ¥k - Institute for Protein Design (Institute for Protein Design, University of Washington)

DFMENUIREE 2 N BRAKOMR EZDEEZER

Molecular glues for nucleic acid/protein complex and its biomedical application
OARIME 5 (Ai Kohata)
PO T K 4% (Tokyo Institute of Technology)

CRHREICKDINLEVNVREEBE LEATERERORE

Hemoprotein-based artificial metalloenzymes by chemical synthetic approach
OXKilil Y] (Koji Oohora)
Bk B 1. (Grad. Sch. of Eng., Osaka Univ.)

EERE

Discussion

Q@"ﬁ A HEK (Yuta Suzuki)
JST & %% (JST PRESTO)
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N1V 72T 14 JRERBLEDHEDIEZS
(AMED-BINDS #f HF&ERHHY¥ S - BFRELES EiET—72av7)

Where Bioinformatics and Agrochemistry Meet
(Joint Workshop of PSSJ and JSBBA supported by AMED-BINDS)

itf& : AMED-BINDS

§ R TBOMER S A 37 AOMRIZES: - AIFEICHG T 57200 Th HERBRR 2 TRHT 2 Y R e A EAE
T272008E G ZHAERHOHBEANT, KAWS TIIHARZE SR LEIEL T 7 X BIIROREFEL T
TWw5 AMED-BINDS @ 3:ftD & & WA F A 2T <7 4 7 A EREEEWFORE ROV TEFOHE %
DIIFEELTWEL,

The study of protein structure and dynamics not only contributes to medicine and drug discovery, but also reveals
key interactions that enable the survival of plants and microorganisms that form the global environment. In this WS,
mainly young speakers will present their research integrating bioinformatics and structural biology under the support
of AMED-BINDS, which conducts protein research support projects in collaboration with the Japanese Society for
Bioscience, Biotechnology and Agrochemistry.

F=HFTAY— REER GERRAE) . BIE B (RRIZEXRS)
Organizers : Shinya Fushinobu (The Univ. of Tokyo), Masakazu Sekijima (Tokyo Tech.)

830 (EUHIC
Opening Remarks
OH#HE % (Tsuyoshi Inoue)
KBk (Osaka Univ.)

WS14-1 35 WHEBZAVWVEENEAEOEL Y MLEMREFE—RER. £X. Ri#ilt—
Machine Learning for Hit Compounds of Target Proteins - Discovery, Generation, and
Optimization
OBANE BeAll (Masakazu Sekijima)
HUt T K% (Tokyo Institute of Technology)

WS14-2 900 IS ABFEMBEESFRHNZHEDHARDEICKS PF UV AR—2—DFEEBIBOMBAL R
HMEEADIGH
Combining cryo-EM and MD simulations to elucidate the transport mechanism of
transporters and its application to agrochemistry
O 5 (Atsushi Yamagata)
B - BDR (BDR, RIKEN)

WS14-3 1925 Inverse MSMD X 2L —23avIc&B 2 NI E— L&Y EBEHEERAEEMFETED
B3k
Quantitative Estimation of Protein-Compound Substructure Interaction with Inverse
Mixed-Solvent Molecular Dynamics Simulation
OMIEE 31 ' (Keisuke Yanagisawa), 75 ¥ #E 2 4 >* (Ryunosuke Yoshino), T % ° (Genki Kudo),
TN 4 ¥k 3 (Takatsugu Hirokawa)
PHCTOK - ST - 5 T (Dept. CS, Sch. Comput., Tokyo Tech), > # 1K - H143F IT A3 (MIDL, Tokyo Tech.).

PEK - PRAPPEHE (Faculty Med., Univ. Tsukuba), *#3%K - + 5 ¥ 2K —%— (TMRC, Univ. Tsukuba).
ALK - B - B (Pure and Appl. Sci., Grad. Sci. Tech., Univ. Tsukuba)

(40)



WS14-4 9500 77T FFEHEMOBRTHNEHEFHTIVHVF - SRGHOHREEHAE &L
Ligand-receptor interaction and evolution of Brassicaceae self-incompatibility
Ol 1511] (Kohji Murase)
HOK - B - J54E (Dept. of App. Biol. Chem., The Univ. of Tokyo)

WS14-5 (1015 FBXRGT /) LERE FX A U8R EFA LLHREE S BERBEORRRUIEGEHERRT
Discovery of novel glycosidases using deep-sea metagenomic analysis and domain search
O7EH %3 (Tomomi Sumida)
VLR ZE D SEREKE (JAMSTEC)

[1040] ¥AGETEH
Discussion

(1055 Hh4Ic
Closing Remarks
OfRAZ 2% (Shinya Fushinobu)
HL K% (The Univ. of Tokyo)

B4 (faAR—JL 1/ 2) / Room B (Mid-sized Hall 1/ 2)
WS1 5 6H 138 (K /June 13 (Thu) 1540 ~ 18:10 Japanese Sesssion

EHEHEZE AIO7ORF—/N—
Crossover between Protein Science and Al

AlphaFold2 ® RFDiffusion & V2o 7256ER % AT 25Kk 4 L 58E, RS, £ AlOBTITH 2 FllligEE 7V R
AEEET IV EERFA LT FES L) il 2 ) BEAYERCEABERFEOH ) FO—MOEF L2
ZERBEERIZLOOH D, ZITHRT =27 ay 7T, 9 LIZHRICREGENSA ORI ZEE 12 & 283 L Bk
BlZdNd 5L b1, EHERAIIBIT 2 AlOFEREARA., € L CHRMREN) 2HEL L2 T
EERCE

With the advent of advanced Als like AlphaFold2 and RFDiffusion, structural biology and protein science are
undergoing significant changes. This workshop introduces researchers' efforts in adapting to these trends and discusses
the effectiveness, limitations, and potential future challenges of Al in the field of protein science.

F—HFAY— B PE GEIKRE). EH BARED (EEHEMEASMZEAT)
Organizers : Hafumi Nishi (Tohoku Univ.), Kentaro Tomii (AIST)

(15401 EUBIC
Opening Remarks

WS15-1 (1545 Al ZFIALAEZVNVETFFA U OBNEERR - EEBEBaBLEF—TE2ELLVNIED
TIRTFHAL &HEICLT
Effectiveness and limitations of Al-based protein design: a case study of de novo design of
proteins ocontaining left-handed af3 motifs
OT-RSF %% (George Chikenji)
%K - 1. - 5% (Dept. Appl. Phys., Grad. Sch. Eng., Nagoya Univ.)
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WS15-2

Ws15-3

WSs15-4

WS15-5

WS15-6

[16:10]

[16:30]

[16:55]

[17:18]

[17:40]

[18:05]

AlERZ VINTEDSRBZEREMFDORIEEY
Exploring the concept of generative biology with Al-generated proteins
OV P 13 (Hafumi Nishi)

"HUEK - et AN (Grad. Sch. Info. Sci, Tohoku Univ.). > B%k - 5k (Fac. Core Res., Ochanomizu Univ.).
ALK © AF 4 AV R H 32 7 (ToMMo, Tohoku Univ.)

FHZhEAHABEEAVTERE—&ERE / BRE—V Y FoFEHREERAZIE/RET S
Understanding protein—protein/protein—ligand molecular interactions using predicted
structures
OZ%EM FBe ! (Yoshitaka Moriwaki), ¥ 177 ' (Tomoki Sawa), 1% J#i%% ! (Hanting Jiang).

A K3 (Masato Homma), ik 224 2° (Takatoshi Wakabayashi), A1 {% 5] > (Kohji Murase).

551l W E] 2 (Seiji Takayama), A FEH#5 * (Yukihiro Sugimoto), S 3% ' (Tohru Terada)

"YOK - Y - E/E T (Dept. of Biotechnol., Grad. Sch. of Agri. and Life Sci., The Univ. of Tokyo).
2K - - I5ZE{E (Dept. of Appl. Biol. Chem., Grad. Sch. Agri. and Life Sci., The Univ. of Tokyo).
Pk - B (Grad. Sch. Agri. Sci., Kobe Univ.)

AlphaFold ICK B FRBEETIICED< b FEEEOEEH ST
Prediction of ligand binding sites on human proteins based on pre-computed models by
using AlphaFold
Orv g 4t K HR (Kentaro Tomii)
FERSF - A T%E (AIRC, AIST)

FEFBERVESNIEDIH Y REERT Y M FA
Prediction of ligand binding sites from protein structure using deep learning
ORE Be—HR > (Ryuichiro Ishitani)

PO R R - WEIABLILIEZERT (Medical Research Institute, Tokyo Medical and Dental University).
PRBUREFR G - PURRAFTER - 2R 8 (Dept. of Biol. Sci., Grad. Sch. of Sci., The Univ. of Tokyo).
* ¥k &4k Preferred Networks (Preferred Networks, Inc.)

FEFEBZRVE. A, BEREEQOI A ABREDP SO VNVEERBBENET) VT
Structure modeling for proteins and nucleic acids from medium to low cryo-EM maps using
deep learning
OARNL Kot (Daisuke Kihara), Jfifi 250 (Genki Terashi), 3 % 3+ 77 ¥ (Xiao Wang),

fiA} H] (Tsukasa Nakamura)

28— 7 2 R YRR ) AR A8 (Dept. of Biological Sciences, Dept. Computer Science, Purdue University)

b
Summary
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C &g (hRk—JL 1/ 2) / Room C (Mid-sized Hall 1/ 2)
WS1 6 8B 138 (K /June 13 (Thu) 15:40 ~ 18:10 Sl Szeesen

AUVNVEBREIRT 29 FT VM —REEEE-
Molecular design for expanding protein functions
—Challenges and Prospects—

HE PMERERBMARAI Z NI EREDRT 22 v W EBRTHERBT YA 2 F ]

AlphaFold2 |2 & > T7 I VBRESIAN S 5 287 o (g ] FRAREIIES LowE, BEEEMNEORD AT —
TIE F 7 OB X — A2, F 8y P[RR ] O FERERPAEEZTRICT A2 ETH L, KT —
7 va vy 7TIE, EEZALOEER T, B0 ST, SRR T KT VR EOGTFRFEDOEME R,
Fbkae s o X7 B ICASTOMBE LIRS, & 2N BRET A L ONERBELERT 5o

Now that the prediction of protein structure from amino acid sequence has been revolutionized by AlphaFold2 and
other cutting edge computational approaches, the next frontier of protein science is to enable flexible conversion
and creation of protein functions based on dynamic structures of proteins. For this workshop, we invite scientists
with expertise in areas including the theoretical prediction of protein structural changes, dynamic structural analysis
of proteins, and directed evolution and de novo design of proteins. In addition, we invite researchers in application
fields that are being opened up by the development of new functional proteins to attend this symposium and discuss
methods and prospects for the future of functional protein design.

F—AFAY—  HEE FRBPAFE). Bk BEF EIKE)
Organizers : Shigehiko Hayashi (Kyoto Univ.), Eriko Nango (Tohoku Univ.)

[1540] (X U&HIC
Opening Remarks

WS16-1 (1545 SELBKOEZVNIBEOEOADSOTHL Y
Design of Proteins with Various Shapes
O fZHE (Nobuyasu Koga)
Bk - 4z AF (IPR, Osaka Univ.)

WS16-2 (1613 HFHFWEMORT U HESTHALRENFHIBHR L TN
The photobiological insights and potentials unveiled through the study of novel microbial
rhodopsins

O# E % — (Keiichi Tnoue)
WK - YR (The Inst. Solid State Phys., The Univ. of Tokyo)

WS16-3 16411 U541 ABFEMEEIC K DEME AN EIBIERR
Cryo-EM studies on Protein dynamics of membrane transporters
OVY# 1% (Tomohiro Nishizawa)
Briili K - 4B FE (Med. Life Sci., Yokohama City Univ.)

WS16-4 (1709 Unraveling the Structure and Dynamics of Biomolecules via Integrative Modeling
O Florence Tama'?

'Department of Physics, Graduate School of Science & Institute of Transformative Bio-Molecules, Nagoya University.
RIKEN Center for Computational Science
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WS16-5 (17371 Designing and evolving fluorescent biosensors to visualize biology when and where it
happens

O Robert E. Campbell
Department of Chemistry, Graduate School of Science, The University of Tokyo

[1805] & YIC

Concluding Remarks

D418 (107) /Room D (107) . )
WS1 7 68138 (&) /June 13 (Thu) 1540~ 18:10 |Engiish Sesssion |

WE LD SHEWRHITHRAEAHIMXORAR

Frontiers of in-cell protein trafficking, structures and functions

MIANIZ B2 8 v 37 Bofizkix, Bl UHO 7Ot A TH S, Blobel DY 7 F VARG, ST 8F 2RTH
FES L, COBBIHED SN TE 72, TFOFMEFICLY . HEL VTR, TNETTEISILTE 5 FHEE
MEBIEE S, LNV Ti, Pz B FRESB STV S, Kty v a v Tid, ApireEsd
5 ENILOWIFEE & B FMIEE I L 23R TY V7 Bt oF LWik&z #am L7z,

Protein trafficking is essential process in cell. Since Blobel's "signal hypothesis," various factors have been identified.
Recently, technological advances in structural analysis reveals molecular mechanisms in detail surprisingly and
functional analysis reveals mechanisms that exceeded predictions. In this session, we would like to discuss new

concepts of protein trafficking.

F—HFA - 8 it (BEAS). T AT (@RAY)

Organizers : Takuya Shiota (Univ. of Miyazaki), Yuhei Araiso (Kanazawa Univ.)

[15:401 XUBHIC
Opening Remarks
O3 H ¥t (Takuya Shiota)
FWF K% (Univ. of Miyazaki)

WS17-1 11543 Molecular basis of mitochondrial protein import through the pre-sequence pathway
O Long Li
School of Life Sciences, Peking University

WS17-2 (1623 ERAODFOEWHEEE — FSo A0 DEBREEL

Architecture and evolution of chloroplast protein translocation machineries

O 1IE A (Masato Nakai)
Bk - #&AWF (Inst. Prot. Res., Osaka Univ.)

WS17-3 (1648 #/MKICEHVT B#%EESDF Importin a D#FHEEE
A novel function of the nuclear transport factor Importin a in the micronuclei

O A ¥ — (Yoichi Miyamoto)
[ HE 4S5 (Nat. Inst. Biomed. Innov., Health and Nutr.)
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WS17-4 11713 EEBRFEHBHERFICE>THASHICE I POV FY7HEBBEREOBEL F41FTIVR
Structure and dynamics of the translocase of the outer mitochondrial membrane complex
revealed by HS-AFM analysis
O/INBE 3% F- ! (Nanako Kobayashi), JL{i: HlIZE ' (Kana Kuzasa), Romain Amyot’

N4 &R ! (Shiho Kawai ), 4 K ' (Yuta Imai), Fiift BHJA ' (Akihiro Inazu),
S B—HR 3 (Kenichiro Imai), y5f ¥ 2 (Noriyuki Kodera), ik -5 43 (Toshiya Endo),
TERE W ! (Yuhei Araiso)

DB - SRR - 44 (Dept. of Clin. Lab. Sci., Div. of Health Sci., Kanazawa Univ.).
PERK - F 2 A (WPI-NanoLSI, Kanazawa Univ.).

* PERSHE - M1+ (Cellular and Molecular Biotechnology Research Institute, AIST.).

S RUER - R RL2#E8 (Fac. of Life Sci., Kyoto Sangyo Univ.).

PHEKR - & Y87 HBEAF (Inst. of Protein Dynamics, Kyoto Sangyo Univ.)

WS17-5 (1720 AEES > /NYE PpiD I3 Sec &L DsbA ZERE L. BBBEE XV NITEADIANT 1 K
WEEAZHNTS
Inner membrane protein PpiD links Sec complex and DsbA for disulfide bond formation of
membrane-translocated substrate proteins
Ol s8Ik ! (Ryoji Miyazaki), £5A ffh 2 (Takehiro Suzuki), 4% H] H 2 (Naoshi Dohmae),
I 4 ' (Tomoya Tsukazaki)
"2 BN K (NAIST). * #UF CSRS (RIKEN CSRS)

WS17-6 (1749 A conserved internal 8-signal in mitochondrial B-barrel outer membrane proteins is
necessary for assembly

O Edward Germany. Takuya Shiota

Frontier Science Research Center, University of Miyazaki

leog HbYIC
Closing Remarks
OIERE #3°F (Yuhei Araiso)
IR (Kanazawa Univ.)

E£i (108) / RoomE (108)
WS1 8 65138 (K) /June 13 (Thu) 1540 ~ 18:10 Japanese Sesssion

NMR #EEICED 2 N IBEREOREDERRA

Recent advances in protein science using NMR spectroscopy

PRSI (NMR) 56 R T RRET & © /37 BOBIM 2 lEE % <2 2 L 05 TTRETd 20 MNP FMERIE A7 1E
THYUNTE Y Y SsE, TINA N SRS <7y b E LIREA 5 NMR BRI SN0 b. AT —
73y 7T, EICNMR BB LT VX7 B - X7 F FOBEMITICID #1A TV 5 NMR B985 % #E5 L
RFT Dy 2y S L CEER NMR PR /0T 5 L L b, SROBREZERT 50

Nuclear Magnetic Resonance (NMR) spectroscopy enables the investigation of dynamic structure of proteins at
atomic resolution. Ongoing advancements in NMR techniques facilitate the examination of proteins in crowding
biosystems, membrane proteins, and amyloid fibrils. This workshop aims to present recent protein research utilizing

biological solution and solid NMR technology.

F=AFA Y= BRER (UEBEXS). JIIFN & (BREIZKXF)

Organizers : Tomoyasu Aizawa (Hokkaido Univ.), Izuru Kawamura (Yokohama National Univ.)

[1540] (X U&HIC
Opening Remarks
OJIF 1 (Izuru Kawamura)
Ml [E 7 K% (Yokohama Nat'l Univ.)
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Ws18-1

Ws18-2

Ws18-3

ws18-4

WS18-5

WS18-6

[156:42]

[16:06]

[16:30]

[16:54]

[17:18]

[17:42]

[18:08]

Efficient Recombinant Expression of Peptides Expands Applications for NMR Methods
OFIR % EE (Tomoyasu Aizawa)
dek - ke (Grad. Sch. Life Sci., Hokkaido Univ.)

BREZEDEHE - FAFIVABBDPSEIUNVBEDT7A—NT 1 IR - BEDHEIERET S
Per-residue dynamics and structural information to investigate protein folding and assembly
O 2 % 3% (Tomohide Saio)

fEFS K - JeUiRES (IAMS, Tokushima Univ.)

7309 MBHOEBA DX L—7Ab 7« TVNOHE7TOERICEBLT—
Mechanism of amyloid fibrillization focusing on the process of protofibril formation
O 463 ! (Bri Chatani), LI [ > (Naoki Yamamoto)

VHIE KRG - BIL - k2% (Dept. of Chem., Grad. Sch. of Sci, Kobe Univ.).
> HifE K - & (Fac. of Med. Jichi Medical Univ.)

Sec FEFHREOERBAICH T D XBEHREEE MPlase OfEREEOAZER

Membrane insertion mechanism of a Sec-independent membrane protein by E.coli
glycolipid MPlase

OW¥A¥ FE (Kaoru Nomura)
(&) > Y —4FHY (SUNBOR)

KEY—EUNVEILBTD. BRER VI DT I T a—EBBKFH/ESDREE
Identification of a deprotonated lysine sidechain serving as a H-bond acceptorin a
photosensor protein

OZ B 1FHl (Masaki Mishima)
HHRUHER KA (Tokyo University of Pharmacy and Life Sciences)

EfE NMR ICKBAWMEMBORN TS 0O70 ALYy 7IRED NMR (S5
Solid-state NMR of the retinal protonated Schiff base in microbial rhodopsins
OJIF 1 (Izuru Kawamura)

MK - Bg L (Grad. Sc. Eng. Sci., Yokohama Natl. Univ.)

/5y St =
At

Discussion
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F &1 (204) / Room F (204)
WS1 9 68138 (k) /June 13 (Thu) 15:40 ~ 18:10 SETEEES SEESEE

ETFIVEMKIBEICE TS BEREHHAEORAR
Frontiers of translational control studies in model organism Escherichia coli

VARV = AL 2B, ZEREBOMEEEREICL ORI, INSIIEMLAPL DEMSIN TS, TEOR
FEo#ER, S OIEEMEHRAL 2G50 EEROIE - ERICE-T, VAV —AIKY A - FT ¥ AILME
AT 2MFRHHEF DS54+ I 7 APHELPIE R ) DOOH L. KT —r a3y 7Tk, BHERIARL LTREMA
SNT&72, RBRIZBU 2 FREVETEORRIMZHEIT L TWZE, L.

Translation is constituted of multi-step quality controls, which are complicated but sophisticated. Recent analytical
advances and experimental expansion including cell-free translation system make the dynamics of translational
control factors acting in cis/trans on ribosome reveal. This workshop will focus on the frontiers of translational control
studies in Escherichia coli, which has long been used as a protein expression system.

F—HFA P~ R BEA KRAS). B9t (ERTEASY)

Organizers : Takehito Tanzawa (Osaka Univ.), Tatsuya Niwa (Tokyo Tech)

(15401 EUBIC
Opening Remarks

WS19-1 (1547 KIFEHROBEAEEMRRATOFRRGIEXZEMRER—D ?
Is the translation reaction in a reconstituted E. coli-based cell-free system identical to that in
E. coli cells?
O% % 4% (Takashi Kanamori)

Y—v7ur747 (K (GeneFrontier Corp.)

WS19-2 (1620 (ERFEHRI IV IEZVNIEICEDIBRFEMEN LAFRAR b L AGEHIE
Novel regulation of heat stress response via translational regulation by small heat shock
protein in Escherichia coli
OZii > £ A (Tsukumi Miwa), [T JERH (Hideki Taguchi)
PR - WFFEkE - Ml >~ & — (Cell Biology Center, IIR, Tokyo Tech)

WS19-3 (17011 RBPLATICHTFBKIRED 100S UKV —LERIC K SBRFIEEE
Mechanism of translation regulation by 100S ribosome formation in Escherichia coli under
stress
O H F57] ' (Hideji Yoshida), & Z&5 ' (Yasushi Maki), fiith /% ' (Shou Furuike). FIF B * (Akira Wada)
"KBREESEK - BE - W8l (Dept. Phys., Osaka Med. Pharm. Univ.), * 3% [HZE¥1F (Yoshida Biol. Lab.)

WS19-4 (1733 KEBE RNase | IZ&B V)R —LDOSREFDOFIEHEE
Degradation of Ribosomes by RNase | and Its Regulatory Mechanisms in Escherichia coli
O £ ' (Atsushi Minami), F}i% 2% A 2 (Takehito Tanzawa), 45 {Eiftk * (Zhuohao Yang),
v Bk 3 (Takashi Funatsu), NN .2 2 (Takayuki Kato), %5[1] 29 /A ' (Tomohisa Kuzuyama),
T H F5yi] 4 (Hideji Yoshida), /NI #F 1A 1 (Tetsuhiro Ogawa)

"HOK - Bek/ERE (Grad. Sch. of Agri. and Life Sci., The Univ. of Tokyo). > Bk - #& '14f (IPR, Osaka Univ.).
P K - i (Grad. Sch. of Pharm. Sci., The Univ. of Tokyo).
* KBEESEK - BE (Fac. of Med., Osaka Med. Pharm. Univ.). ° #0k - CRIIM (CRIIM, The Univ. of Tokyo)

[1805) HHYIC
Closing Remarks
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