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Presentation Guidelines

Oral Presentations
Plenary lecture: 50 min (incl. discussion)
Award lecture: 10-20 min
Symposium: 24-30 min (incl. discussion)
Oral session: 15 min (incl. discussion)

Oral session (Young): 12 min (incl. discussion)

The organizing committee recommends the speakers to use their own laptop computers
with an HDMI connector for data projection, to avoid trouble due to incompatibility.
Please bring the AC power adaptor for your computer. HDMI cable is prepared for use.
Make sure to test your data projection at the PC desk before your session.

HDMI (recommend) Dsub15pins (Not-recommend)

=53
€

Disclosure of Conflicts of Interest
The committee require the speakers to disclose any conflicts of interest (COI) in
relation to the work presented in the conference.



Guidelines for Poster Presenters

All posters are displayed and presented in the poster exhibition room (Conference room
301) during this conference. The poster numbers supplied by the organizing committee
will be placed in the upper left-hand corner of each poster board. It is important that
you do not move locations.

Set-up Day Time/Tear-down Day Time

Each author is responsible for mounting your material using pushpins prior to the
opening of the first hour of the poster session (1:10 PM on Tuesday, July 25). You must
remove your poster no late than 4:00 PM on Wednesday, July 26. Posters left in the
exhibition rooms after that time may be discarded. All posters will be set-up from 11:00
AM on Monday, July 24. Poster Presentation Information and Dates Author must stand
at your poster during your assigned 50-minute presentation time. The presentation
time is assigned as below. You are free to visit other posters during your free hour.

Poster No. Presentation Time
PO1-A, PO5-A, PO9S-A, --- Tue. July. 25 1:10 PM-2:00 PM
P02-B, P06-B, P10-B, -+ Tue. July. 25 2:00 PM-2:50 PM
P03-C, PO7-C, P11-C, --- Wed. July. 26 1:10 PM-2:00 PM

P04-D, P08-D, P12-D, --- Wed. July. 26 2:00 PM-2:50 PM

Format
Each poster board measures 90 cm wide ~ 210 cm high.
All posters should feature a title, authors, and affiliations as appropriate.

Disclosure of Conflicts of Interest
The committee require the speakers to disclose any conflicts of interest (COI) in relation
to the work presented in the conference.



Presentation Awards

The award ceremony for each presentation award will be held at the closing ceremony
on July 26th at 17:10. All applicants for each award are requested to attend the
ceremony.

Oral Presentation Award for Young Researchers

The oral presentation award for young researchers will be selected from the following
sessions held in Room 3 (3F, Conference Room 303-304).

® 7/25(Tue.) 8:45-10:45 Oral session (young 1)
® 7/25(Tue.) 15:00-17:00 Oral session (young 2)
® 7/26(Wed.) 8:45-10:45 Oral session (young 3)

The selection process is as follows:

® Accepting public votes from GoogleForm for voting until noon on
7/26(Wed.)
(QR code for GoogleForm URL will be posted at the venue)

® Rules for public voting
v Select up to 3 presentations that you think are outstanding
v Enter your registration ID (found on the bottom right corner of your

registration card) (required)

v" Voting is valid only once (invalid if entered more than once)

® Decided by the chairpersons based on the results of the public vote

Poster Awards

Poster Awards will be selected from the abstracts entered for the Poster Awards in the
poster room (3F, Conference Room 301).

7/25(Tue.) 13:10-14:00 Poster session A
7/25(Tue.) 14:00-14:50 Poster session B
7/26(Wed.) 13:10-14:00 Poster session C
7/26(Wed.) 14:00-14:50 Poster session D

The selection process is as follows:

® Accepting public votes from GoogleForm for voting until 15:00 on
7/26(Wed.)
(QR code for GoogleForm URL will be posted at the venue)

® Rules for public voting
v" Select up to 3 presentations that you think are outstanding
v Enter your registration ID (found on the bottom right corner of your

registration card) (required)

v Voting is valid only once (invalid if entered more than once)

® Decided based on results of public voting



AAD OFA—LAF& 2023 FFX=

JPr0S2023 (215 JHUPO)

FER
7H24H (H) ~7H26H8 (K)




7/24
(R)

£155
RRRE

(4FE

£2215
(3F == 302)

RRS—=15
(3F ':P%u%: 301)
(3F/4F #\D’(I )

7/25
(K)

128
(4F EaEE

%255
(3F REFE 302)

E 385
303-304)

(BFN&EE

KR —215
(3F h2HE 301)
TEERSS
(3F/4F RO+ L)

B
(RTILERETS 4F)

7/26
(7K)
L=

ANZETT
gﬁuﬁai

(4FE

£2515
(3F hEE= 302)

£ 325G
303-304)

(BF/I\RHEE

RS —215
(3F h=3EZE 301)
PERTRES
(3F/4F ;RD( L)

9 10 11 12 13
|| || || || ||
11:00- 13:40-13:55
<BEtS - SAIRELA>
%2 BB, 38BE7:30 L0 LET N
HES
13:00-18:00
ERR
R2H—BR
9 10 11 12 13
|| || || || ||
8:45-10:45 11:00-11:50 12:15-13:00
2S3 2PL2 L2
23 o Lame : féﬁﬁﬁ [1\ .
B4/~ F 1 CHRERAADEIRELE S 2273~
FEE : IREF 192, PO FRAE FEE : AHE #E By
34 psvzgzozc =l
BASH\C T ZMIUGE S2F3>
FEE : #5055 Ko, /\bk A AMR
[201]
—OERE (BEF1)
BE : 25 &, Bh BF
9:00-18:40 13:10-14:00
BRER - K258 S
9 10 11 12 13
|| || || || ||
8:45-10:45 11:00-11:50 12:15-13:00
[357) sewie yo5A =52 BPL;QBU%W Pl e
{>H—T1—2 Ry e
P O_DA 2L =]z ] #— &2 Thermo Fisher
B SR Z&, Sl a FEE : MAA J3 Scientific
[303] [L5]
—RROEERE S5>F3>
BE : A 91, 5 B Protein Metrics
[304]
—OERE (BF3) ~
BE: 7 B2, BE = 282
9:00-16:00 13:10-14:00
AN = 5 7 2 — /—\ /T{Z’S’—
PEER - RRY -8R PyvSasC




14 15 16 17

18
_m [ N n n
14:00-16:00 16:15-17:00 17:10-18:00
[1S1] [L1] [1PL1]
AZOARRZZZ D “ 4RI
ST RRTALIE - BRATEH T | e s
BE IS BN, Bl 2 BE : /5 &B

(1521 59m> 705474 — 1
A~
HBE : R 28, L EE

BEER - RAY—ER

14 15 16 17 18 19 20 21
- | | | | | | n
15:00-17:00 17:15-18:40
[2S5] [2AW1]
International Proteomics Session s | gmesp
REE : SFHE A% RERE - REN
2
2 ADBHIZTOTA— LR
DB EFRNE
BER A M, Lt A
[202]
—MROEEFEER (5F 2)
BEE : I 3R, )1 K PEn
14:00-14:50
AR CRER - KRH—BR
19:00-21:00
B
14 15 16 17 18
- | | | |
15:00-17:00 17:10-18:00
[3S8]
RIERELEENT — T A\DIEE fom - BKRE
B BEEZER, =& 58 EiE=5
[359]
TOTAZUANES| T 2ERENF
BR . BE &S, B X
14:00-14:50
IRRH—

AN = 4 2 — ,_\
EvSasD PERR - IRASF—1BR




7/24

Mon.

Room 1
(4F International
Conference Hall)

Room 2
(3F Conference room
302)

Poster room

(3F Conference room 301)
Corporate Exhibition Hall
(3F/4F Foyer)

7/25

Tue.

Room 1
(4F International
Conference Hall)

Room 2
(3F Conference room
302)

Room 3
(3F Conference room
303-304)

Poster room

(3F Conference room 301)
Corporate Exhibition Hall
(3F/4F Foyer)

Reception venue
(Hotel Nikko Niigata 4F)

7/26
Wed.

Room 1
(4F International
Conference Hall)

Room 2
(3F Conference room
302)

Room 3
(3F Conference room
303-304)

Poster room

(3F Conference room 301)
Corporate Exhibition Hall
(3F/4F Foyer)

9 10 11 12 13
| | | | |
11:00- 13:40-13:55
<Doors open, registration begins>
X Doors will open at 7:30 on the 2nd and 3rd days | opening
Ceremony
13:00-18:00
Poster / Corporate
Exhibition
9 10 11 12 13
| | | | |
8:45-10:45 11:00-11:50 12:15-13:00
[2S3] [2PL2] [L2]
Diversity and clinilcal application Plenary Lecture
of proteome research Tete Paro'lférasaki L;:j:\eorn
Chair: Hirofumi Jono, Yasuo Uchida Chair: Zumio Ohtsuki
[254] [L3]
Cellular responses revealed Lunchon
by trans-omics AMR
Chair: Mio Iwasaki, Daiki Kobayashi
[201]
Oral Session (young 1)
Chair: Naoshi Dohmae, Kohei Tanaka
9:00-18:40 13:10-14:00
Poster / Corporate Exhibition Sggssitgr: A
9 10 11 12 13
| | | | |
8:45-10:45 11:00-11:50 12:15-13:00
[357] [3PL3] [L4]
The interface between ;'e?a?é '—,,eCF]L}rIe Lunchon
new technologies and proteomics rlga'kasgﬁw; Thermo Fisher
Chair: Koshi Imami, Harunori Yoshikawa Chair:Masaki Matsumotol Scientific
[303] [L5]
Oral Session Lunchon
Chair: Norie Araki, Masaki Wakabayashi Protein Metrics
[304]
Oral Session (young 3) :
Chair: Noriaki Arakawa, Takeshi Masuda Eoaid s
9:00-16:00 13:10-14:00
Poster / Corporate Exhibition Sggssitc?r: c




14 15 16 17 18

| | | | |
14:00-16:00 16:15-17:00 17:10-18:00
[1S1] [L1] [1PL1]
New sample preparation and analytical Plenary Lecture
technologies for proteomics Sweets Prof. Dr.
SCIEX Anthony Purcell

Chair: Yusuke Kawashima, Jun Adachi Chair: Yoshio Kodera

[1S2] )
In Pursuit of Top-Down

Proteoform Analysis
Chair: Nobuaki Takemori, Naoyuki Sugiyama

Poster / Corporate Exhibition

14 15 16 17 18 19 20 21
A || || || || || || n
15:00-17:00 17:15-18:40
[2S5] [2AW1]
International Proteomics Session Award Ceremony
Chair: Tadashi Kondo Award Lecture
[2S6]
The usefulness and future of
proteome research from the outside
Chair: Sumio Ohtsuki, Yoshito Yamashiro
[202]
Oral Session (young 2)
Chair: Takeshi Kawamura, Takao Kawakami
14:00-14:50
Poster S
Seaction B Poster / Corporate Exhibition
19:00-21:00
Reception
14 15 16 17 18
A || || || ||
15:00-17:00 17:10-18:00
[358] . . General Meeting
Challenges in next-generation Presentation
mass spectrometry data analysis Awards
Chair: Shujiro Okuda, Nobuaki Miura Closing Ceremony|
[359]
Basic biology driven by proteomics
Chair: Shugo Adachi, Atsushi Hatano
14:00-14:50
Poster Poster / Corporate
Session D Exhibition
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S

7 B 24 H (BBER) Jul 24 (Mon)

17:10 ~ 18:00 % 1 =15

Y¥BUEEIE 1 / Plenary Lecture 1

Anthony Purcell

BER /INF &3 (JLEXF)

1PL1 Exploiting Zeno trap pulsing and EAD fragmentation technology for
17:10 ~ 18:00 immunopeptidomics
O Anthony Purcell V)
1) Department of Biochemistry and Immunity Program, Monash
Biomedicine Discovery Institute, Monash University, Clayton, Victoria,
AUSTRALIA

7 B 25 B (KEER) Jul 25 (Tue)

11:00 ~ 11:50 5 1 &5

4§5BI58E 2 / Plenary Lecture 2
FlE H
BE A# 5B (BBAKZE)

2PL2 #XIBRDS > )\ OBFEE(CE D < EYEREF DOFHT
11:00 ~ 11:50 New Horizon of Pharmacokinetics based on Transporter Protein
Quantification
O Fig B 12
1) BRI 2352 RRF, 2) BHILKRF



S

7 B 26 B (KEH) Jul 26 (Wed)

11:00 ~ 11:50 £ 1 =15

Y¥BIsEI® 3 / Plenary Lecture 3
ALl BY—

R WA ML FEAF)

3PL3 X TOFAZORXAL BB ITHABESED
11:00 ~ 11:50 Next Generation Proteomics x Artificial Intelligence Brings Revolution
in Cancer Therapy
O il #— 12
1) RRERERIRT - BFMFER. 2) WNKE - £ HIEZHAFR



ALk A e it g
FoE REEH

7 B 25 H (ABEH) Jul 25 (Tue)

17:15 ~ 18:40 £ 1 =15

S HE#®E /Award Lecture

AW HESS
BE BE R (GHAY)

2AW1-1 EETOFAZUAOHEEEFEFAFTADIGH
17:30 ~ 17:50 Development of quantitative proteomics and its application to medical
and pharmaceutical research
O AH #58Y
1) REARKRFRF A anBIFZHAIREd ()

NB RE
BE NEF BB (LEXY)

2AW1-2 SERTOFA SO XDOMF - BA(CKDHMIBNS D) UEHIEIIBORZA
17:50 ~ 18:10 Elucidation of regulatory mechanisms of cell signaling by advanced
proteomics
O /v gV
1) BEXRTF FTiRBERFHRIAA BHAEMESERFE T Y — HRERTE
IEF



BE REFEH

7 B 25 H (ABEH) Jul 25 (Tue)

17:15 ~ 18: 40 £ 1 =153

S HE#®E /Award Lecture

mH =

BER /INF &£E (JLEXF)

2AW1-3 BEEYF ETOFTASIRDMEC K DIAEIEEROEUSZEIE LT
18:10 ~ 18:20 Integrating Structural Biology and Proteomics for Enhanced Structural
Insights
O M =42
1) JEEXRFIEFER. 2) ItBERFEFEMEBEETOTAZ OS5 —

i R—EB
EEE IS #7T (h'F'S DNAFAZERR)

2AW1-4 FEEH/RI MY )\ OB & TDIGH
18:20 ~ 18:30 Proteomic analysis for host-derived proteins in feces
O B0 H—ppb
1) BBRIVNEERES Y4



SRS A

7 B 24 H (BBER) Jul 24 (Mon)

14:00 ~ 16:00 % 1 =15

SRS TIA 1 / Symposium 1

A DR Z T A DFTISRIAIE - SR

NS5 NS #77T (K9 = DNA fRFEFR)
i F (EREE - 2R - REWFEAN)

1S1-1 #RE/LOMETOTAZT IR
14:00 ~ 14:24 Functional proteomics of cellular senescence
O Il /XD, 1B &Y. 58 M. mx eV
1) B RZERFER (BE) >RXTLECFNE

1S1-2 {ERSMIVBOZIRABER. TOFA O XRIUEDEEES X7 ADBF
14:24 ~ 14:48 Automated proteomics sample preparation of extracellular vesicles
from human body fluids
O #if &Y, Bz Y
1) ERIMARMAREANEREE - R - REMARMN. BIETY1>tE> 5
— BEENTOAZoXTOZT O

1S1-3 = HILTOFAZORIC LD EEIERHDDIENIENT
14:48 ~ 15:12 Comprehensive analysis of lipid modifications of proteins using
chemical proteomics approaches
O Bsp s¥am 122, j2eh Mk Y. SR 22X Y. B8 #HY)
1) IBMEFEAFTRR. 2) BERZAFE. 3) @AHIIKFE

1S1-4 )\1AX)L—Tw b GeLC-MS/MS (C KBTI\ UBBERBTS AT LD
15:12 ~ 15:36 B
Development of high-throughput GeLC-MS/MS analysis system for
protein complexes
O e =Y. A\ 78 x@Y. MR K’ e #m Y
1) /39" DNA AP



1S1-5 BAMENRD 5S> XA =0 @
15:36 ~ 16:00 Transomics analysis for human gut microbiome

O R M M2, #H8F 522 AO &KLY, @@ 5% D, Al F2 .
F)Il =Y, #H BR D, ED R BR £ IS BN
A H Y

1) B{EZFEAFRAN A O0\AA—LARF—LA. 2) RRARFRF
INBOMRIFEERE, 3) H'I = DNA AT BRERA = w ORI IL—T .
4) RRAFRER A7+ DVERESER. 5) HREIVNEERTE>
5— INESE



SRS A

7 B 24 H (BBER) Jul 24 (Mon)

14:00 ~ 16:00 % 2 =15

S2IRSI L 2 / Symposium 2

by T2 TOFTA D A — LA DYk

FER HR 5 (BEXF)
I B (REPAF)

1S2-1 RUFPDUIILFIRFILICENTOFTATA—LEZIVESTTS
14:00 ~ 14:30 Mapping of Human Proteoforms in a Polyacrylamide Gel
O ®#x 1515 Y

1) BEEXF

1S2-2 REAFPYTEILCEKD VLT OFTA T A — LT C 5778
14:30 ~ 15:00 Phosphoproteoform analysis using bottom-up approach and its
challenges
O #Il BExEV
1) REPRFRFFEFAATTR

1S2-3 = HIL\AAOS—REFICHIFTDTOTATA — LBROEEHS
15:00 ~ 15:30 Importance of proteoform analysis in the field of chemical biology
O M+t RRAIY
1) REPARFXRZR TFEAFTRIEN - EVEFEIR

1S2-4 £BHE) 2 RrtESUKEIRE (Auto-2D) DT & IEBIEN S FDTO5 A
15:30 ~ 16:00 T —LDfET
Development of a fully automated two-dimensional electrophoresis
system (Auto-2D) and analysis of proteoforms of tumor target
molecules
OB~ R
1) BRAKRFZRZGEGRIFAFTEMNES EFBRE



SRS A

7 B 25 H (ABEH) Jul 25 (Tue)

8:45 ~ 10:45 £ 1 =13

ORI 3 / Symposium 3

JO5A—LHARDY A IN—2F« CERIRIGCAANDTIEEM
(AARERKRICF=HE)

BE I s (EAARER)
M (REAS)

2S3-1 HEER/\AANV—H—ERZEH U ARMEREID LC/MS/MS DATHHFE
8:45 ~ 9:09 Liquid chromatography/tandem mass spectrometry of various
metabolites for disease biomarkers searching
O ®ill EFe Y, B mE"Y
1) BALKRFIRBTEHFIE

2S3-2 bt MRERRAZRAVWVCHIREMEE T 07 A0 X
9:09 ~ 9:33 Central nervous system barrier quantitative proteomics using human
clinical specimens
O WM e
1) LERFARFRERRIFHAFR

2S3-3 =04 R— XABM(CHWTEEDHEMN Iz 5 T IFEIR
9:33 ~ 9:57 A virtuous circle in the diagnosis of amyloidosis by mass
spectrometry
O HiE B2, fEm s 2
1) BRAKRFZRZGEGRIFAFTENERBIRAFITFEBIE, 2) RBAKFEKX
FhA el F AT R AR F B R



2S3-4
9:57 ~ 10:21

2S3-5
10:21 ~ 10:45

BENIEHCKDARIR) A A/ OZERULKER) A AN —H &R
Exploration of biomarker for disease in large-scale biobanks using
mass spectrometry

O &R mEm 2

1) RAEKRFRRBEREAIKR TS —. 2) BILRKFERIEAT 1 HIL - X
HINDtErE

fE2R BRI ' O 5 7 — AR (C K DRI ER(C R (F I R E DR~ 5
AR EIREN\DRZEN SRR B ER T~
Analysis of the effects of hypothermia on the biological system

O = #X Y, Al B>, EmE %Y

1) RIGKRZF SEaERIFE (BFER) FEFFEDNF. 2) RIBEXFHKE
RIS, 3) RIGKE EERFE (BFEXR) DFRECFEDE



SRS A

7 B 25 H (ABEH) Jul 25 (Tue)

8:45 ~ 10:45 £ 2 =13

SIRSI L4 / Symposium 4

Il

NS XAAZ DX THSMNI T DHIBGE

LIS Bl KRR (REBAT iPS HFREAFTFT)
AN IS e )

2S4-1 {EFEMIEROBERIRICLDEEN (ST DERILE DR
8:45 ~ 9:09 Representation of biological responses to compounds by latent
representation of exhaustive information
O K% iR
1) RRAFAFEREFERAFTR

2S4-2 FEERD b5 R A =0 XM
9:09 ~ 9:33 Trans-omics of pharmacological action mechanism
O #hAR 52z Y
1) LA - EERIFRR TS H— - eSS X5 ARTF—
I

2S4-3 FT—AR-ZANSTFIO-FIBDRSAAZUX
9:33 ~ 9:57 Trans-omics to approach from databases
O BM =8V
1) B RFZEFEAT s DILALZ> 5 —

254-4 P AEEHRAEICEONRED S v O @i
9:57 ~ 10:21 Metabolic flux analysis of the central carbon metabolism in cultured
cancer cells
O #MA s4EY
1) KBRKZF



2S4-5 mMTORC1 (& P-body (C/ETE9 D mMRNA OFERZHIEH T D
10:21 ~ 10:45 Regulation of mRNA Translation in P-Bodies by mTORC1
O o sF— V. BRE XE2. 0K BfE 2. 1B% 307,
EBE #—% | e, dl 85— 2%, A L P, aiR aF Y
1) BEEMIIKRFE. 2) WNKFE. 3) FBKFE. 4) @EHEXE .
5) RREEFHREMEAN. 6) RRERERIAF



SRS IAN
7 B 25 H (ABEH) Jul 25 (Tue)
15:00 ~ 17:00 £ 115
SOMRTIALS / Symposium 5
International Proteome Session

IS g 48 (B AR>S —)

2S5-1 Proteogenomic analysis of longitudinal trajectory of glioblastoma
15:00 ~ 15:30 evolution
O Jong Bae Park
1) Department of Cancer Biomedical Science, Graduate School of

Cancer Science and Policy, National Cancer Center, Goyang, Korea

2S55-2 Going deep — complementing mass spectrometry-based methods
15:30 ~ 16:00 with affinity probing to enrich plasma proteome coverage.
O Stefanie M Hauck ¥
1) Metabolomics and Proteomics Core, Helmholtz Center Munich,

Germany

2S5-3 Proteogenomic Approaches: Unveiling Cholangiocarcinoma Subtypes

16:00 ~ 16:30 and Discovering Therapeutic Targets

1,2) 1,4,9)

Soo Young Cho 2, Heeyoun Hwang >®. Yun-Hee Kim

Byong Chul Yoo ¥, Nayoung Han ®. Sun-Young Kong *#®)
Min-Jeong Baek . Kyung-Hee Kim . MiRim Lee ¥,

Jae Gwang Park Y. Sung-Sik Han 7. Woo Jin Lee 7,

Charny Park ¥, Jong Bae Park ¥, O Jin Young Kim 3®,

Sang-Jae Park 7). Sang Myung Woo 1*7

1) Research Institute, National Cancer Center, Korea.
2) Department of Molecular and Life Science, Hanyang University,
Ansan 15588, Republic of Korea. 3) Research Center for
Bioconvergence Analysis, Korea Basic Science Institute, 28119,
Republic of Korea. 4) Department of Cancer Biomedical Science,

National Cancer Center Graduate School of Cancer Science and



Policy, Korea. 5) Department of Pathology, National Cancer Center,
Korea. 6) Deparment of Laboratory Medicine, National Cancer
Center, Korea. 7) Center for Liver and Pancreatobiliary Cancer,
National Cancer Center, Korea. 8) Critical Diseases Diagnostics
Convergence Research Center, Korea. 9) Research Institute of

Bioscience and Biotechnology, 34141, Republic of Korea

2S5-4 Innovative proteomics technology with high multiplexing, high
16:30 ~ 17:00 throughput, and high sensitivity.
O Tala Khosroheidari
1) Somalogic, Inc., Boulder, CO.



SRS I
7 B 25 H (ABEH) Jul 25 (Tue)
15:00 ~ 17:00 26 2 =15
SIRTIL 6 / Symposium 6
WS HZTOFT A — LHFOERM 3R
RRE AH fE5S (BBAKXZE)
Wik EA (EfEIRERIATR T >S5 —)

2S6-1 JOFA—LABTTRIANT. igstv NV o ZzNLizmnEYETY
15:00 ~ 15:30 >4
Extracellular Matrix-mediated Vessel Remodeling
O it A Y
1) EzEREeRmAzRtT> 5 —

2S6-2 JOFA—ALFT—4(CE D < Proteomic Correlation Profiling SED#FAR
15:30 ~ 16:00 HEERFETENDFIA
Application of proteomic correlation profiling technique based on
proteomic data to identify enzymes involved in metabolism of drugs
OIEEY 85 U0, FREREY, ok 2V, Al &Y,
HH #z Y. B2 BN M BEFY. AR B Y. he £ ?
1) BARR=U>H—A25)U)\A kRSt 2) @RKREF

2S6-3 YIRAIEHMRE(CH T DBEDHFIRT >IN IEDRE
16:00 ~ 16:30 Identification of meiosis initiation factor in mouse germ cells
O GZE B—ub

1) Institute of Molecular Embryology and Genetics

2S6-4 TOFA— LM DR EREMFDFRE
16:30 ~ 17:00 Proteome Analysis Opens the Way to the Future of Synthetic Biology
O =& Eml
1) FEARFE



SRS I
7 B 26 B (KiEH) Jul 26 (Wed)
8:45 ~ 10:45 £ 1%
SIRSI L7 / Symposium 7
I & TOFASOADA > —TT—2R

R SR ZE (BECEMAFF - EERFHAE TS -)
Sl 8% (BEXFERERFMFTAMBEHEE ST SERNFE> 5 —)

3S7-1 TR FHIREEZ AUV TR D BIMEE AR DOFARBR R FDIRER
8:45 ~ 9:09 Characterization of phase-separated structures by the proximity
labeling approach
O B KBV
1) IZ6EEXRZE LanPlFS

3S7-2 Auxin-Inducible Degron (AID)iE%Z=BU\ZHlIfRRS > )\ OBDfEI> b0
9:09 ~ 9:33 —JL
Protein degradation control by Auxin-Inducible Degron (AID) system
O Fatd EE Y
1) MBEN AFHIBEEEBAFAFRIEFARLIEFEIN

3S7-3 RAIZI\OFEMDT YA D MHBR(CANTTZILF A SO R
9:33 ~ 9:57 Multiple omics approach reveals the design of protein-based
materials
O SagF #5088 1
1) BEEBRFZRZREER - A7+ FiAKRRE

3S7-4 =UOMEMZERFERCESREEM NS> ROUTRZOXR
9:57 ~ 10:21 High-depth Spatial Transcriptomics Considering Microstructure
O K@ #wHE "
1) RERFRFE B EFHAFTH



3S7-5 RV ERAWNCARTF RifREHRETO7 A — ANDIGH
10:21 ~ 10:45 Nanopore measurement for peptide fragments and its application to
the proteome.
O g &7 Y
1) EREIKRFE TFHFkk



SRS I
7 B 26 B (KiEH) Jul 26 (Wed)
15:00 ~ 17:00 26 1 =5
>RSI 8 / Symposium 8
IR BB E 5o — S BT\ DYk

NS B {28 FrEXFE)
=# S8 (FmsXE)

3S88-1 XI\—REFUICEEDKEEDHT —I DT
15:00 ~ 15:30 Mass-spectral data analysis based on sparse modeling
O E FyzE b
1) REBRFRZRIERFHATTR

3S8-2 S /\UBBEENMAOFHETNITTO—F
15:30 ~ 16:00 A Statistical Approach to Proteomic Mass Spectrometry
O &=H fuE?
1) REPKRFE. 2) BYCFEAFFR

3S8-3 XYTOFAZURZIBME UL ARURET — IR — XIRZEDYE~ELT 7 —
16:00 ~ 16:30 IAXR—X&E FOAAMTYU—EER
A View of Large Database Search for Metaproteomics - Sequence
Database and Decoy-free search
O =@ =", Bl >, 58 &2, =@ Ee-p?
1) IR RFZRFRERFBESAFTEL 2) REXRFRZEREFZHATTRL
3) RAFEFS

3S8-4 VILFE—HILBEDHT —HDIERETEZRF
16:30 ~ 17:00 A computational framework for multimodal mass spectrometry
O 2l wE Y
1) RREIKRZ



SUIRDT A
7 B 26 B GKEE) Jul 26 (Wed)
15:00 ~ 17:00 52218

SOMRTIAL9 / Symposium 9

TJOFAZOANES| I 2EREMF

PR BE BRE (BN AMRTRTE> S —HFT)
1EEF M GMEARF)

3S9-1 JI /AT ETOATATA T DRSTHIIR)\AZI)IL—Ty hTOFA
15:00 ~ 15:24 = XEERITORFE
Development of technologies for phenotyping and proteotyping
optimized for high-throughput proteomics
O & &Y. BR MY, s s Y

1) FBRFARFRERFHRSHATR

3S9-2 JOFAZUANSHIHRBIVI\NEDEREY)F
15:24 ~ 15:48 Biology of the extracellular vesicles from a proteomic perspective
O SR &K1
1) BEFAFPT EERZFERR TS F—. 2) REPAZAZEREFZHAFR

359-3 JOFAZOUXTHSMC T DEEEHIME EMUFERNQERTEY
15:48 ~ 16:12 Post-transcriptional regulation and differentiation-specific gene
clusters revealed by proteomics
O &g kKR
1) 5K - iPS A

3S9-4 FETOTAZIRICKDRIMKIIRNY — ©AEERIBIZDRZIA
16:12 ~ 16:36 Quantitative proteomics reveals dynamic changes in the pre-
ribosomal particles during human ribosome biogenesis
O Sl axY
1) BEXRTF FSRBERFWAFTAT BHEBESERFEE> Y —



3S9-5 BiolD Z AU \ZIFFEHEE DR R IEAR
16:36 ~ 17:00 Systematic Analysis of Non-membranous Structures Using BiolD
O Bg BEY. Wk E?
1) EXIAMRR T AW TO7A—LAWFRERS. 2) EZERI
HWEMFRAT MRS F I FHAFTERF



—AXEEFER

7 B 25 H (ABEH) Jul 25 (Tue)

8:45 ~ 10:45 ZE 3 &5
—%OEAEFEFR 1 / Oral session 1
—REAEFREX (BFF 1)

PR Erl B BEARFREERNZFARE> 5 —)
At BF¥ (HIO=%&X)

201-1(P06-B) ZOFA—LAFHRIOERIL - SREACICEIT AR IRED FEM DR
8:45 ~ 8:57 ¥
Novel application of spongy-like polymers for sample pre-treatment
in shotgun proteome analysis
O £ 5E 2, At &, E/ &Y. 8z 2. 78 w1
1) REPRFZRFREZHAFTRL,. 2) EREE - @R - REWFAR

201-2(P07-C) A /\UBHRDT = BRI R DRMF
8:57 ~ 9:09 Development of analytical methods for amino acid isomers in
proteins
O iRt 3MBA Y. A% &Y
1) EZERAHRESTATIRAT HlRD F T FEAZFTERFT

201-3(P08-D) &> /\UELILASEEDIzsbDMERN S IVEREE (D> v OFv T D
9:09 ~ 9:21 RR
Centrifugal gel crushing for gel-based proteome analysis
O @l #ht Y. &% e 58 &
1) REPAFRFZRFEFAFTR. 2) EUAREAFREAEEESE - @K -
SRERFPR

201-4 S AF7AEBNRTF ROEEMHEN(CET iR
9:21 ~ 9:33 Exploring quantitative analysis approaches for cysteine-containing
peptides
O 8 B YD, i 212 h\F 5512
1) JEBRFARFRBFHAFR. 2) EBEXRFEFEMBERRTOT A=
DAt —



201-5(P09-A)
9:33 ~ 9:45

201-6(P10-B)
9:45 ~ 9:57

201-7(P11-C)
9:57 ~ 10:09

201-8(P12-D)
10:09 ~ 10:21

FH—BRNEBXTF REAWZF /- LEETOT 71U TED
¥ S mEML
Development and optimization of kinome activity profiling
approaches based on kinase-specific substrate peptides
O Liang Jungi?. ER F#E D, hE sz Y, ik KD, 20 mx= Y,
g &
1) REPARFRFZRFEFZAFTRL 2) EFREE - @R - KEWFKA

SEHBEETO I 7V IS AT LARERUELOF /AR RY RO —
T+ I CKDINICIONES > )\ EFHl 5%
A new glyco-check method with lectin/antibody dotcoding using a
fully automated system
O fifEss BE Y. N\F BE D, A 5hED. KPI R,

A#k HE 2, B 72 R R Y, ZRE B KA LHD Y,
=P HAE 2. A A0 2. I g2, EE —% 2 AF HY

1) EEFAHRSTATAT RS FLFERFTEF 2FHERTILFAZIOX
WMERII—T. 2) TL>23a> - SAF LA - BA T AGRASH

B> )\OEXRIHR T F RigfEEz AUZ3E R ARk T O5 A
I 7 — IR
Proteoform analysis of non-small cell lung cancers by protein
terminomics
O &0 &Y, &l it Y. BEEZEY, o8 &Y
1) REBRFZARFZREZHAFTRL. 2) B ARFEFE

Sel-TCP-MS & (C K D ENEREALEHIEHE FDEE
Identification of novel regulatory factors for translation initiation by
Sel-TCP-MS
O Bl FEY), KB A2, mE MY, b s— 2,
WA afe v
1) HEEEXRFEFZHDFRRFEE, 2) WNKZEERD FERFED
g5



201-9(P13-A)
10:21 ~ 10:33

201-10(P14-B)
10:33 ~ 10:45

TR- R A AV SRR BB T O A — ABRAT
Liquid-liquid extraction for proteomics of lipid-modified sites
O 2eh M3k V. BED 8@ 120, B8 &Y. BE@E M.
BH #12Y, SR &Y

1) BEFMRAPTERERIZRREZ> I —. 2) BERDARFEFMRR
Bl 3) REPRFEFHAFTRL 4) EFREE - BR - REWFPR. 5) #EH
T RFAERERFEATR

DIADOFAZUORT—HFDBEIS AV ICEDIKHIIINDE - R

JFRESE

Protein and peptide quantification based on hierarchical clustering of

DIA proteomics data

O BTM #ga D, A /WD ASp s D S MEY. 28 7Y
1) REPARFRFZRFEFAFTRL 2) REPAFZARFZRIBIRFHAFTRL

3) ERERE - ERR - REMRF



—AXEEFER

7 B 25 H (ABEH) Jul 25 (Tue)

15:00 ~ 17:00 £ 2 &5
—R%COBAFEER 2 / Oral session 2

—fxMBEEFEER (EF 2)

PR N 1E (RRKF)
NI L B2 (A5« BV - TOFARI-T)

202-1(P15-C) M ABIER CHARDITREFENEEE
15:00 ~ 15:12 Comprehensive profiling of tumor-associated autoantibodies in
patients with ovarian cancer
O AWk E 1. 42K =XER Y. M4 B Y. = X2, NE %2,
FEE wp Y
1) RERIENAZEZIERRIEFEE, 2) RERIENARZETF
BREE IR AR R

202-2(P16-D) HPV-18 4 RNA (CK DN AFRBLF OIS E M LB DAZRA
15:12 ~ 15:24 Transcription activation of oncogenes by HPV-18 RNA
O &8 #EA Y. 8K FxXV. [ XY, B15 &
1) BRMIIKE XEREFHATRR DFEMFEDE

202-3(P17-A) Zi&ABENML SP3 iEZ AWz ABEFMMEADOY BT OFAZOX
15:24 ~ 15:36 Phosphoproteomics of surgically resected colorectal cancer using
multi-sample automated SP3 method
O ¥ &2, A 8BY, Ba mEY. stk gED. TF LY.
Bl B JvE &2, Bz eV
1) ENIAARAREAEREE - 2R - REMAFRFA. 2) RERFARF
EFHFTR SHEESRL 3) FamNSRboELEEs



202-4
15:36 ~ 15:48

202-5(P18-B)
15:48 ~ 16:00

202-6(P19-C)
16:00 ~ 16:12

TOF AT SO REENC K DAERERERPIRED TR FRIN — H—DBRXR
Proteogenomic analysis to explore prognostic biomarkers for Myxoid
liposarcoma

O #& & M2, N ED, T BEFT Y. #a 5x Y. WF =7,
AP HEAE O PST B ). 4EEF A D). M@ E— Y. AE EE 210,
M ==F Y

1) AR - CPM 1z, 2) X - E. 3) BNAAEIRRKET - STinERMRFE

. 4) EREHEK - M&D T—FRIFtz. 5) HNARERRKET - RIEED.

6) RREMAK - BEIRL 7) NARERRKM - BARZAEL 8) BX - #iA
i, 9) EX -, 10) B - £EHERFATE

NIVFAZ Y O Rz AWTCEEMREDEREERR : &/ LBHR - F+
FT-TEHTOT7 1)L - FRIRZMERERT —4 - BERRET/ILZAL
C
Multi-omics analysis of giant cell tumor of bone with genomic
features, kinase activity profiles, and drug screening for drug
discovery
OBFO®KY, A HREE D, N\F IRt D, E HED. MR 55 Y.
S AR Y. SHBE Y. )IH B, AR
1) ERINARTR > Y —RFFRI DN AMRKRDE. 2) IFiRRIZINAT

SRR BEBERDSATIVIARDEF. 3) EINAMFRES Y —HR
bt RIESZHIRL. 4) ENAMRKRLES Y —hREl SEREMES - UJ/\
EUF—>3>#l 5) HHRBIUINAT ST BREJO07A5 =
DA ET

EE2TOFTAZORICLDREANERRIE B IRDIRY — 1 — DERER
Discovery of early biomarkers for diabetic kidney disease in urine by
quantitative proteomics
O #¥HE &8 Y, WA BEF Y, Elguoshy Amr?), msF &g Y,
TR B Y. LA 18
1) B RZERR) A AN—D—TE> 55— 2) HERIFERMAF K
FHEGEDt o> 3> 3) EEEREARER



202-7(P20-D)
16:12 ~ 16:24

202-8(P21-A)
16:24 ~ 16:36

202-9
16:36 ~ 16:48

202-10(P22-B)
16:48 ~ 17:00

E NBERE#ERWZ/ A L—T vy hJoOFAZOR
High-throughput proteomics for human renal biopsy tissue samples
O WA #eFEE ), BRI A2, B’ 1R, BEIF 5 >Y.
JbE Zeg V. EF EeE )

1) INKZRZREZAFTFIREEEEARIFE, 2) NINKEREARE
g, 3) BMEV/\EUFT—>3 Kbk, 4) WNAFERFREFHAF RS
RIRBEZ. 5) NAFAFREFMERMERSIAR— N> —

FEOOFIAILAZRE T DZHDE/ I0O—F) LIFURDRFE & 8RR
ARADTEA
Development of monoclonal antibodies for the detection of SARS-
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Ultra-high throughput with high proteome coverage leveraging
Zeno SWATH data-independent acquisition in both in-vitro and in-
vivo biological systems.

O Patrick Pribil", Ihor Batruch), Jose Castro-Perez?

1) SCIEX, 71 Four Valley Dr, Concord, ON, L4K 4V8, Canada, 2) SCIEX, 500 Old Connecticut
Path, Framingham, MA 01701, USA

The ability to analyze more samples per unit time is highly desirable as scientists have more
samples to analyze for any given project and as such more biological questions arise which in
turns leads to a higher need for faster time to decision and optimization of studies.
Furthermore, another important aspect of the desire to ‘go faster’ is not to lose sight of the
need for higher proteome coverage as a result of speed of analysis.

In this work, we will present how we can leverage the use of Zeno SWATH DIA on the
ZenoTOF 7600 system coupled with the Evosep One system to generate high qualitative
quantitative proteome data at different samples per day (SPD) using both Hela cell lysates
and non-depleted human plasma digests.

The sensitivity of the ZenoTOF 7600 system is demonstrated at different throughput levels as
determined by the pre-set gradients conditions on the Evosep One system. >7,800 protein
groups (>73,000 precursors) were identified from 50 ng HelLa cell digest, and >8,000 protein
groups (>83,000 precursors) were identified from 200 ng Hela cell digest using the 30 SPD
method on the Evosep One system. > 270 protein groups were identified from 50 ng of non-
depleted human plasma digest using the 500 SPD method on the Evosep One system. Zeno
trapping provided MS/MS with industry-leading sensitivity for qualitative and quantitative
protein characterization using simple Zeno SWATH DIA methods. The Evosep One system
allowed for robust and sensitive chromatographic separation of peptides using standardized
methods ranging in throughput from 500 SPD (2.9 minutes) to 30 SPD (48 minutes).
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4D-Proteomics Solution with the latest timsTOF series
O Taiga Arai®
1) Bruker Japan K.K.

Short Abstract: Short Abstract: timsTOF is the QTOF mass spectrometer equipped with TIMS
device which enables separation by ion mobility in addition to retention time and m/z. PASEF
is @ measurement method that satisfies high resolution, high sensitivity, and high-speed MS/MS,
which are important in shotgun proteomics. In this seminar, we will present the latest timsTOF
series and 4D-Proteomics solutions and related application software.

Keywords: TIMS, 4D-Proteomics, PASEF, PaSER
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A T3 Trapped Ion Mobility Spectrometry (TIMS) ZBIEL T
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Enabling high-throughput, standardised proteomics using Evosep
One, Sample Prep Automation, Single Cell proteome analysis and
Targeted Drug Monitoring.

O Erik Verschuuren®, Yasuhiko Bando?

1) EVOSEP, 2) AMR,Inc.

Short Abstract: Proteomics has evolved at a rapid pace with recent advances relating to liquid
chromatography mass spectrometry (LCMS) sensitivity, robustness and throughput enabling
the transition from basic to clinical research. The application of standardized Evosep One
methods have been instrumental in this shift due to the ability to routinely process hundreds
of samples per day in a robust and reproducible manner. The emphasis is thus on automated
sample preparation to facilitate standardization and reproducibility. At the same time the field
of Single Cell Proteomics has evolved rapidly, enabling true single cell proteome analysis at
increasing speed and automation.

Keywords: Proteomics, High Throughput, Sample Prep, Single Cell, Bio drug monitoring.

Proteomics becomes the powerful analytical tool in biology and clinical fields by gaining the
sensitivity, robustness and thoughputness due the advance of nano LC/MS and software.In
addition of CRISPR Cas9 technology enables the researchers to gain functional information
with proteomics.

We’'ll present an end-to-end pipeline that enables sample processing from protein lysate to
loaded Evotip in a fully automated manner. The workflow, implemented on an open-source
and cost-effective Opentrons OT2-2 liquid handling system. Peptides are seamlessly loaded
on Evotips in a fully automated manner and can be further stored for weeks bypassing the
requirement for additional transfer and storage in tubes or vials that typically leads to
increased sample loss.

Secondly we'll present the use of Evosep One in Single Cell Analysis workflows. The use of
Evotips as sample input devices allows for a seamless transfer of peptides from an
automated cell selection and preparation device like the Cellenion CellenONE. Transferring
these minute amounts of peptides onto Evotips will prevent loss of valuable peptides in the
workflow, resulting in more peptides that remain available for analysis.

Finally we'll present a example of a clinical application where we have developed a method to
monitor the concentration of Infliximab, a therapeutic Antibody, in serum using labelled
internal standards. It is well known that a substantial number of patients do not respond to
these therapeutic antibodies. Monitoring drug levels would therefore allow for better patient
outcomes and more effective use of these therapies.
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$it{8aD Thermo Scientific™ Orbitrap™ BEE22EtH\I DL BEE -
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High depth/throughput proteomics by new generation Thermo
Scientific™ Orbitrap™ mass spectrometer.

O Shio Watanabe?

1) Thermo Fisher Scientific K.K

Short Abstract: We introduce our new Orbitrap instrument and solution for high throughput
proteomics based on data-independent acquisition (DIA) method.

Keywords: Orbitrap, Data-Independent Acquisition (DIA), High Throughput
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Introduction of Byos/Byophere, vendor free MS Spec data process
system for biopharma.

O Akihito Usa®, Ayako Kurimoto®

1) Protein Metrics Inc.

Short Abstract: Byos/Byosphere provides a one touch platform to launch multiple workflows
across protein and oligonucleotide characterization and move from raw file to report in minutes
for analysis and inspection.

Keywords: Mass Spectrometry, Biopharma, CQA, Protein characterization, Antibody
Byos/Byosphere (&, #3825 —JU - X7 ATI\A AEEROFENTDT—oJ70O0—=2HR— kU
THED. TOBRFEN. FEISLIR— MEBHERE. BITBEE(CEETND D, AEZF—TIEIRXTA
DOE & EROFEIT — 2T ERZ TR T D,
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‘ C
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sulfide, disulfide, trisulfide. Z0XYU>DEMH - E2
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Fig.1 Screenshots of Byos/Byosphere



AAD OFA—LAF& 2023 FFX=

JPr0S2023 (215 JHUPO)

RXST—tZwv 3>



PO1-A
(303-2)

P02-B
(303-3)

P0O3-C
(303-5)

P04-D
(303-7)

RS —

HNBBOEDHNBE(CRDI DA XEETOAT AU XDAILE
Development of High-Resolution Size Proteomics of Biological Tissues
O /NIl Bz P )IB N2, &R =87, Al B 2. i Y
1) BHERIKZFE, 2) N9 DNATATFR. 3) HRERKZF

HRRREIEARIARE T O — 7 Fucci3.2 ZAU\E 1 Mile T OF7 A — L/ AFRO— Lf#T
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Investigation of the molecular mechanisms of cellular senescence by
ubiquitome profiling using a human normal fibroblast strain, TIG-1

O A4 67 V. EF hHo Y

1) B35/ (—ARFARFFRERFHAFTR

FBJ 0T AEETUROERE T O7 A — AERIC K DFRDNANA AT —F—
RE

In-depth proteomic analysis of immunoglobulin-bound antigens to explore
biomarkers of cancer humoral immunity.

O Fash of— V. Bt A, \a 542

1) BHIENAT>Y—, DFEMNS AL —23FIILUS—FRE. 2) &tE
ARERFREFZRAFTR, FTinhAZRIE



PO5-A

P06-B
(201-1)

P07-C
(201-2)

PO8-D
(201-3)

P0O9-A
(201-5)

[FrFAIEZE RS D ATHEEDORTE] - FFFREMEIMRHEERRIRISHRINEE & BT
RRFEDIBE -

Drug target discovery by medical information and serum proteome data of
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Novel application of spongy-like polymers for sample pre-treatment in
shotgun proteome analysis
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Development of analytical methods for amino acid isomers in proteins
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Centrifugal gel crushing for gel-based proteome analysis
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Liquid-liquid extraction for proteomics of lipid-modified sites

O b fB% D, B S¥es 1>, BE &Y BE MY, BE B0

SH R

1) BEEMRTAMERERZERTR T Y —. 2) BERBAFEZMAFER. 3) REX
FEARFTEL 4) EERE - R - REWFRF. 5) WEMIZAFEGERZRTR



P14-B
(201-10)

P15-C
(202-1)

P16-D
(202-2)

P17-A
(202-3)

DIA JOFAZORT—HDBEEISAIU I CEIKIUIINDE - RTFRE

=

=
Protein and peptide quantification based on hierarchical clustering of DIA
proteomics data

O BTA fnga D, A /WD ASP s D S MEY. 28 7Y

1) RERFRFZREEZATRL 2) REAFARFERBHRAATRL 3) EXEE -
FR - SREMAFTFR

N ABE B S HUADFTAREEN B EE

Comprehensive profiling of tumor-associated autoantibodies in patients with
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Discovery of early biomarkers for diabetic kidney disease in urine by
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High-throughput proteomics for human renal biopsy tissue samples
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Elucidation of mechanism of anti-inflammatory effect of mango leaf extract
by SWATH - Possibility of autophagy-mediated inflammation suppression
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Exploring mass spectrometry-based proteome structural mapping using
enzymatic reactions

O IV A=Y, gilE B, i 8F Y. L B Y. 58 &1

1) REPRFZRFZREZHAFTRL. 2) EREE - @R - KREWFAR

Non-AUG FtE0 R (CKDTOFTA—LADILK ETNSHS > ) VIBEDHERE
Expansion of proteome world by Non-AUG initiations and their protein
functions

O Bl Ag Y, MR M. BE AME2. 8K B &K ;.

il #— 2, WA Bg Y

1) ZEEXRTE BZEE DFRRHEHZEDE. 2) WNKE £EHR BFERFEDE.
3) HRAF AFERIFRMAFR (LFEMGTFHER

VBT OF A — LR OA 2550 b—Af#IC KD BRAF V600E EEHF
N

Exploration of BRAF V600E Substrates by Phosphoproteome and Interactome
Analysis

O el £ V. 2R =E 12, 1/ B2, 8 &, L mx Y,

B EM. B8 1Y

1) REPRFE, 2) EREE - @K - REBWAFFh. 3) BEFHARAR



P26-B
(304-4)

P27-C

(304-5)

P28-D
(304-6)

P29-A
(304-7)

P30-B
(304-8)

FrRtERRERmE S > ) OB [CS-PeARL &1 DT ES > )\ DOBEERHTA
DIHA

Development of a novel cell surface labeling method termed as CS-PeARL
and its application to protein conformational analysis
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Serum machine-gun proteomics by ultra-fast LC/MS/MS
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Trans-omic network illustrating prominent regulatory mechanisms
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Novel therapeutic drug SBFI-26 for HCC targeting FABP5 : Elucidation of the
molecular pharmacological mechanism using proteome analysis
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Profiling of Urine Peptidome of Healthy Volunteers by clustering peptide
variants for Biomarker discovery.
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The use of peptide-tags integrated yeast to understand the significance of
remaining duplicated genes.
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CS-PeARL: Development of a cell surface labeling method using chemical
probes
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LRRK2 regulates the migratory ability of lung adenocarcinoma cells via
phosphorylation of FAK
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Fibrinogen is associated with aggressive phenotypic characteristics of gastric
cancer
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Proteome analysis of male and female pronuclei of mouse zygotes.
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Hive: A new standard format and reader API for mass spectrometry data
analysis
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Comprehensive proteomic identification and quantification of skin microbiota
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Phosphopeptide enrichment using Phos-tag technology reveals functional
phosphorylation of the nucleocapsid protein of SARS-CoV-2
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Production of autoantibodies by immunization with hydrogen peroxide-
treated oxidized serum albumin.
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Enhanced sensitivity of GeLC-MS/MS for detailed analysis of protein cleavage
states.

O /hF HFB 2. #8F9 RET V. =E &t V. BE L Y, A SFHK% D,
* ;:F 1 ,2)

1) EBXZFARFFRIEFAFRL 2) EBXRFEESMBEETOTAZOIEZ>S
—. 3) IBXZFXFRERRHATER

LBERAMARREEZ ALY > ) O BEA D aa Z= L8
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kinetics (SILK)
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Histidine hydrogen-deuterium exchange (His-HDX) approach for identifying
protein-ligand interactions by monitoring the thermal stability of proteins
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A functional role of LRRK2 for a favorable prognostic factor in ovarian clear
cell carcinoma
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proteomics
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GRable Version 1.0: A software tool for an MS1-based site-specific glycoform
analysis by a Glyco-RIDGE method
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MAP4 overexpression is a poor prognostic factor in ovarian clear cell
carcinoma
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High-throughput DIA workflow using a new generation Orbitrap mass
spectrometer and a new processing platform
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Diagnostic utility of CD46 for lung adenocarcinoma

O EtE =127 152 ar 12 AR a2, AR BN 2. s 881279,
B BRIXY. HE BH°. =& E°. NF 58Y

1) EBARZERGEFIERKMREF. 2) LBXRFARF R EERRAFRE ICAESR
RIEF, 3) LEXF ERHLEFIMEBRLER - Mg 1 AR,

4) ILBXRF HEE LappiE¥. 5) tBEXFE EFE RIEF

Unified-HILIC/AEX/MS/MS (C KD X FZRO— L&Y E R—ADREFHT
Simultaneous analysis of polar metabolome and lipidome by unified-
HILIC/AEX/MS/MS

O hd A Sl MED. 56 k. B eV R gax=Y

1) NINKRZFZEARBLEIEF AT



P67-C

P68-D

P69-A

P70-B

AR A DRERZIIY —H— & LTD ABCC3 MBRAMICDULT

Usefulness of ABCC3 as a diagnostic marker for early stage of lung
adenocarcinoma
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Proteomic analysis to identify the molecular differences between
dermatofibrosarcoma protuberans and fibrosarcomatous
dermatofibrosarcoma protuberans
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Development of treatments for CIC-rearranged sarcomas: Multiplex kinase
activity analysis and drug screening using patient-derived cancer models
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Interspecies comparative proteomic analysis to reveal involvement of
proteome balance of each functional group in yeast cell growth
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Quantifying 1000 protein groups per minute of gradient using data-

independent acquisition (DIA) on a hybrid quadrupole time-of-flight system

Sl EY. 2Z2E 8D EUXR Zvo A NL—T AL,
JUEIL kv
1) BREHT—E— - AT w2 R, 2) SCIEX UK. 3) SCIEX Canada

BIERFEH) T Z7 « —fER-BEDITEZHAVZH HCP fUADRERIGT O T
7AUD

Immunoreactivity Profiling of Anti-Chinese Hamster Ovarian Host Cell Protein
Antibodies by Isobaric Labeled Affinity Purification-Mass Spectrometry

O BA &2, %A BE 2, Kk 52 a8 7Y

1) RERFZRFZREEFZHAFTRL 2) H—=HHEKA S,

3) EEEE - @R - REMAFM



P75-C

P76-D

P77-A

P78-B

Pulsed SILAC —# (CFHE UTZf#TY T hD T 7 DRIF
Development of analysis software specialized for pulsed SILAC data
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Regulatory roles of claudin-1 in cell adhesion and microvilli formation
discovered by a shotgun proteome analysis
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Molecular network analysis of multi-omics data.
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Medical and Dental Sciences, Niigata University . 2) Division of Dental
Pharmacology, Faculty of Dentistry and Graduate School of Medical and
Dental Sciences, Niigata University. 3) Division of Bio-prosthodontics, Faculty
of Dentistry and Graduate School of Medical and Dental Sciences, Niigata
University. 4) Department of Omics and Systems Biology, Graduate School

of Medical and Dental Sciences, Niigata University
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Analysis of the reusing of amino acids generated via autophagy for protein
synthesis
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Analysis of ribosome ubiquitination during zebrafish development
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Proteomic analysis of protein succinylation enabled by new chemical tags
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Comparison of urinary proteomes of cognitively impaired and cognitively
maintained elderly over a period of approximately 5 years; a pilot study
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MS/MS deconvolution by Independent Component Analysis
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Discovery of urinary proteins correlating with HbAlc by quantitative
proteomics
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Spider silk proteome analysis for understanding web blueprints
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Analysis of deamidation reactions in NG sequences of antibody drugs
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Phos-tag ™ dcrylamide
AAL-107 10mg Phos-tag /Acrylamide=1/1
(wako cat# 304-93521) (Mn2+-unbound ligand)
AAL-107M 2mg Phos-tag /Acrylamide=1/1
(wako cat# 300-93523) (Mn2+-unbound ligand)
5mMJKiE#R AAL-107S1 0.3mL Phos-tag /Acrylamide=1/1
(wako cat# 304-93526) (Mn2+-unbound ligand)
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Wfiguration files
Bminants dark matter
Mascot Server  zpg~rrrmsnmrzRz tabase manager
The leading software package for protein identification fa mass ona €IrOor
and characterisation using mass spectrometry data | erantex poO rt Fas
DR fragmentation hister
Mascot *ﬁ%@@]'ﬂﬁ bacetamide Mascot
aemon Mascot
St' I I €I mass tolerant
aproteomics methylation M
odification
MUSCOt E—2oit. de novo. E=fEAT IdentML mzTab open sea
hardware peak
cking smF protein
ference PSI
lantitation scorinc

<DDA ﬁg*ﬁ'j—ajl:l—> curity site analysis

C ] ectral library

atistics sysadmin

Proteome v FAarialiinirmaed
Software

Scaffold5, LFQ REYVINVE Y DT IV
Scaffold Q+S BEfEHhI 571 hILFRT

i

scaffold scaffold

The client application for automating the
submission of data files to Mascot Server

The single, intuitive interface to a wide range
of mass spectrometry data files

Q+S @ PTN
2
D

Scaffold PTM ERER{Z(SERERMT

<DIA E*/EE2707F—LET>
DIA DIA B#TICHWVW T, RAW T—9D S &M - EERT. IRETERET E ZDHER
RLEFCO—BEENDT VIV T—ITITZDYINITITPTY

" S | (5 Proten Name =4 = 32 a = =
1 M v AQUASSWATH HMLangeB AQU.. 38 kDa 30 261.355 384 ' 355 |
2 AQUA4SWATH_MycoplasmaSch.. AQU.. 36 kDa 28 217993 368 313
3 & AQUASSWATH_HMLanegeE AQU.. 31kDa 23 205.007 365 330
4 AQUAYSWATH_PombeSchmidt  AQU.. 31kDa 22 203837 332 34
sca o 5 AQUA4SWATH Spyo AQU.. 29kDa 23 201845 369 3.06
6 AQUA4SWATH Tuberculosis AQU.. 28 kDa 24 198.694 362 3.18
E | AQUA4SWATH_MouseSabido AQU.. 28 kDa 24 194.299 380 324

g%”f%ﬁ%% IV ORFAT O A%AEHT

T110-0015 R=HPARXEKLEF 1-6-10 ART EJV1F
B|if : 03-5807-7895 FAX:03-5807-7896
URL: www.matrixscience.co.jp Mail : info-jp@matrixscience.com



Nano Flow LC &9fEsEE / URB UHhFvrvESU—HS A

ULTRON HF-Phenyl

AR P RVINVEDRERMDTEET,

cASLBES0 ~60°CTCHLRALZAVNVBE—VEBBZTLEHTEET,

+250mm & 700mm D 2 FEHEOH S LREZTHAELTVLE T,

cE/VABY ) HEEMELTVRIHBEEETVHELCICKWVTT,

- n EFHEERAOME e ODS hS LY CA hS LERBGRDBINZ—VDEBSIET,
BERRDATGEL T2 NI BICEMGRE TR RDAIETT .,

c BRREEBLTVSDT., RINBSDERPSEDZ2 VNV E—FRRDPFTEET,

HIGFEMLE FllE (K562) 2 2 INVBD—F 3Bk

A ML (EHHXEHSR)

[ =& ]
Ultimate 3000 nanoRSLC (Thermofisher)
FP-4020 fluorescence detector (JASCO)
Exactive plus (Thermofisher)
[V NTZ7 10 —54]
Mobile phase A: 0.1%TFA-H20
Mobile phase B: 0.1%TFA-CH3CN
Flow rate: 0.5 uL/min
T T T T y y Column temperature: 60°C
400 600 800 1000 1200 1400 Column; ULTRON HF-Pheny!
BEE (9) (0.1 mm I.D. X 700 mm, Shinwa Chemical)
Sample; 1mg£m| human and yeast protein
(Promega) ; =FEILILIR% ETits
Injection: 2.0 pL (human)
FD detection: 505 nm (ex; 395 nm)
Capillary temperature: 295 ° C
Spray voltage: 2.15 kV
3 CID: 60 eV

2
Resolution: 17,500
m/z range: 1000-3500
w * Microscans: 3
A ﬁ...xl A VAT WA ot LA

90 290 490 690 890 1090 1290 1490
B (9)
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H. Kobayashi and K. Imai, Front. Chem. (2021), 9,640336.
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XV PANTERA LL Gel series
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g Life Gel T9/

@ XV PANTERA Gel series DINTA—I VAR ZDEFEFCRPIFEEIEEICLEL/

@ 7NNy 77—, K&y 7 7—I&. XV PANTERA Gel series A TGOK /

Specifications (&4 1 XHi&E)
TIWIAT : FVINVESRA (Tris-HCLHPESIL)

IV iR B 5%, 7.5%. 10%. 12.5%. 15%. 5-10%. 5-12.5%. 5-15%. 5-20%. 7.5-15%. 10-20%. R RE

' XV PANTERA MP LL Gel r

45mm

O LY A4 X:90Wx45H%x1.0Tmm
® htyhYLX :T110W X 65HMmM L

XV PANTERA MP SYSTEM

® 1—L%A4 7 :9well, 12well, 18well, 20well, 2-D

XV PANTERA LL Gel r

I Y a4 X :80WXx40H%x1.0Tmm
HEy L T00W X 60HMmM L

-

’z% XV PANTERA SYSTEM

dA—L %A 7 : 7well, 10well, 12well, 16well, 20well, 2-D

”R Fa— 7 - —HREH
http://www.drc2002.com

T206-0033 REAMEEHES1-6-29 254 JIEHE L
Tel:042-310-1331 / Fax:042-310-1332
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Accelarate your drug discovery with Alto
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ENDEXT® Technology
Premium PLUS Expression Kit for MS
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