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Presentation Guidelines

Oral Presentations
Keynote Lecture: 50 minutes (including discussion)
Plenary lecture: 50 minutes (including discussion)
International Symposium: 45 minutes (including discussion)
Award Lecture: 30 minutes
Educational Lecture: 18 minutes (including discussion)
Symposium: 20-25 minutes (including discussion)
Workshop: 8-12 minutes (including discussion)
Oral session: 14 minutes (including discussion)

The organizing committee recommends that speakers use their own laptop
computers with an HDMI connector for data projection to avoid problems due to
incompatibility. Please bring an AC power adapter for your computer. An HDMI cable
will be available. Please make sure to test your data projection setup at the PC desk
before your session.

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



Guidelines for Poster Presenters

All posters will be displayed in the poster exhibition room (conference room 202).
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 your
location.

Set-up Day Time/Tear-down Day Time

Each author is responsible for mounting the material using pushpins prior to the
opening of the first hour of the poster session (1:30 PM on Thursday, August 7). You
must remove your poster no later than 3:30 PM on Friday, August 8. Posters left in
the exhibition room after that time will be discarded. All posters will be set up from
12:00 PM on Wednesday, August 6. Poster Presentation Information and Dates
Authors must stand by their posters during their assigned 40-minute presentation
times. The presentation times were assigned as follows: You are free to visit other
posters during your free hours.

Poster No. Presentation Time

PO1-A, P05-A, P09-A, - Thu. Aug.7  1:30 PM-2:10 PM
P02-B, P06-B, P10-B, --- Fri. Aug.8  12:30 PM-1:10 PM
P03-C, P07-C, P11-C, - Thu. Aug.7  2:10 PM-2:50 PM
P04-D, P08-D, P12-D, -+ Fri. Aug.8  1:10 PM-1:50 PM

Format

Each poster board is 90 cm wide X 210 cm high.
All posters should feature titles, authors, and affiliations as appropriate.

Disclosure of Conflicts of Interest
The committee requires the speakers to disclose any conflicts of interest (COIl) in
relation to the work presented in the conference.
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8 A 7 B (REH) Aug 7 (Thu)
11:20:00 ~ 12:20:00 £ 155

HifsEE / Keynote Lecture

MIE B

FER /NR U8 (K9 DNA fRZEFR)
1KL-1 fEvoEREE AL (C< 5 100 HEETIR. EVMOMHHCBSD
11:20:00 ~ Approaching the mechanism by which brain and cell information
12:20:00 processing is millions of times more energy saving than Al
O #E s 2>
1) KERARZIBIREIFEATRL 2) BIRBEMAFTEE. 3) NEHREEREH
Ttz —. 4) NEC T LA >+ > )\ A7 — RO Ea—F+ 2T iEH

FeFh

K3plEHE

8 A 6 B (KIEH) Aug 6 (Wed)

16:10:00 ~ 17:00:00 £ 1%

4§5BI585E / Plenary Lecture

lIF HEE

BE B8 & (REKF)
1PL1-1 JOFAZOR=EI Iz ESI-MS THUMATZD
16:10:00 ~ Old Tale of ESI-MS that has contributed to Proteomics
17:00:00 O WF &
1) JAXA FERIZFMAFEPR (REZHR)



=[S A NN

8 H 7 B (K#EH) Aug 7 (Thu)

15:00:00 ~ 16:30:00 £ 1 =15

B> >RSSO A (Fid) / International Symposium (1st half)

Jesper Velgaard Olsen
BE Ei % (EEREE - @R - KREWFFR)
2PL2-1

15:00:00 ~ Single-cell proteomics analysis of protein turnover and abundance
15:45:00 O Jesper Velgaard Olsen®
1) University of Copenhagen

Jae-Young Kim
FBR AR &L (BEARKFH)
2PL2-2
15:45:00 ~ Comprehensive Proteomic Characterization of MASTL Signaling in
16:30:00 Gastric Cancer
O Jae-Young Kim"
1) Graduate School of Analytical Science and Technology, Chungnam

National University, Daejeon, Republic of Korea




16:50:00 ~ 18:20:00 % 1 =15
EES ORSO A (%) / International Symposium (2nd half)

Nichollas E Scott

PR tHEHE =& (BPAMARS
2PL2-3
16:50:00 ~ Development of monoclonal antibodies against Pseudaminic acid for
17:35:00 multi-pathogen glycoproteomics and passive immune therapies
O Nichollas E Scott”
1) Department of Microbiology and Immunology, University of

Melbourne, Parkville, VIC, Australia

Tiannan Guo
EBE I\ N%T (REKE)
2PL2-4
17:35:00 ~ Grow Virtual Cells with Perturbation Proteomics and Al

18:20:00 O Tiannan Guo Y
1) Westlake University
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8 A 6 B (KIEH) Aug 6 (Wed)

17:10:00 ~ 17:30:00 £ 15

l

AL A
F=

\

2 E#@E / Award Lecture
JEAVARES
R PR F (EXEE - 2R - REWF)
1AW-1 DATOFAZOXEEREBROBFE SIGH
17:10:00 ~ Development and application of proteomic cancer medicine platform
17:40:00 O &x1 & *?

1) EEREE - @ - REMRA AIFEENTO-AZOXTOZTU N,
2) REPARFRZFREZMARR BIETOFTAZOIDE. 3) KRKFXFE
PREFZRARE Rk - BRRHIEFEBRE



HEEH

8 A 6 B (KIEH) Aug 6 (Wed)

13:40:00 ~ 15:40:00 $E2 &%

BiBiE 1 / Educational Lecurel

TOFAZORATCTEREEDTFEMNICEZ THD

L3 PaEB ffE— (KREAXF)
AR ER (JEEXRTF)

1EL-1 S|HOMATOFTA— AT —FEFTDS (& & F RN
13:52:00 ~ How to analyze the latest blood proteome data analysis and
14:10:00 interdisciplinary research support
O i 83k Y
1) BEERFARFER EFRMFER EHSBERMERERT B

1EL-2 EvJ57—7ROTOFAZ IR DEEM CHEUVEBEIIET > X ER
14:10:00 ~ Rim
14:28:00 Proteomics in the BigData Era: Cross Disciplinary Perspectives on
Evidence and Causality
O W EN Y
1) BZEEXF

1EL-3 [ENS>/\UBZS Y hUTREW | | iBYARE (C KD TO7 A — LT
14:28:00 ~ 6%
14:46:00 The Beginning of Proteomic Analysis by a Plant Biologist: Identifying
Drug Targets in Plant Cells
O HE &N
1) XK - Bz



1EL-4 [ESHEMOMRRERE Y >/ OB (C L DITRMAERERRIFN D FORE

14:46:00 ~
15:04:00

1EL-5
15:04:00 ~
15:22:00

1EL-6
15:22:00 ~
15:40:00

Cell surface proteomics to identify novel therapeutic targets for
ovarian cancer

O Wk E D, 42K sREB MY, BEFR =AMLY =i BxE Y. |0 $°.
TE s

1) EERIUEMKFEFIEMMRIEF, 2) ILRERAZEZEPRIEFE
TEERE, 3) RBERIUEMKFZFEFIERBEARIE. 4) EEEXFE
ITbM, 5) BEEMIIAZEFE D FIEEF

RIBEDORANSIHE<EETOTA SO ADAREN

Unlocking the Potential of Disease Proteomics from a Pathologist
Perspective

OF=5 =%

1) BIIERKRTE RIBFERE [EEREDE

SF TR FEREZIRZ DITIRTF I C A F A= G U Iz ZE/m
OF A — Lf#h

Uncovering Synaptic Molecular Diversity through Spatial Proteomics
with Proximity-Based Biotinylation

O BF B Y

1) NINKZESEFRTBT - EARHEHEZATA gD > XFTLADE



S AN

8 A 6 B (KIEH) Aug 6 (Wed)

13:40:00 ~ 15:40:00 £ 1%

-,

SRS A1 / Symposiuml

Frisity

PER SR ZE (BLFEHAFF)
Bl KRR (FEPAF)

1S1-1 JORYSU-BEDITECLDY ) \UBEESRDEIRIEESHENT
13:40:00 ~ Cross-linking mass spectrometry for structural analysis of protein
14:00:00 complex
O &3 &t Y
1) REBIFARE #HEAER MieHEIFEmrEtE> 45—

1S1-2 AP-MSJEICKDR T« > IVERREIES Y > )\ UBEDAIEN BRI EDIEER &
14:00:00 ~ EZHWETILYIANDIGA
14:20:00 Development of a Comprehensive Method for Analyzing

Glycosphingolipid-Binding Proteins and Its Application to a Psoriasis
Mouse Model
O AN\ e A@D. #HE =Y. BF gk, &% @b,
=2 BB NRE KIS N
1) M3'= DNA KA. 2) FEXZF

1S1-3 #MEUEE - DEERIETEEZE I ZRNAZYITOFTAZOR
14:20:00 ~ Revisiting Bottom-up Proteomics from Materials Chemistry and
14:40:00 Separation Science
O &R 71
1) REBRFRFZEERFZHAFTRL, 2) ERELE - R - KEMRFT



1S1-4
14:40:00 ~
15:00:00

1S1-5
15:00:00 ~
15:20:00

1S1-6
15:20:00 ~
15:40:00

E MRS TIG3 DIRBRIGEDZBETOT A= IR
Multi-layered proteomics of the hypoxic response in human
fibroblast TIG3 cells

O 1B%F 3 Y, S8 MR Y. K Hsm Y

1) FBARFAZREEFRESATR

TOF7 A — LT EHFTIFIEIC K DT L SARAINEER 7SR S 0D ZE R B9 I i)
BB ODRRER

Uncovering the Spatial Regulation of Golgi Glycosyltransferases
through Integrated Proteomic and Complementary Approaches

O %A =2

1) BEEMIIAFZFAFREFMAFERL 2) BARZAFTEE  LaalsdR
x>y —

PEPPI-SP3: ®AREIOT A I 7 — I T XDIzHDIFRMDIIAR—X(CK
YT )EinET—oIJ0—

PEPPI-SP3: A Novel Gel-Based Sample Prefractionation Workflow for
Deep Proteoformics

O H7& 51 Y

1) BIERF



S AN

8 A 7 B (REH) Aug 7 (Thu)

9:10:00 ~ 11:10:00 £ 1 =45

~

SRS L 2 / Symposium?2

BAERERFEERZ 2 RTI A

L3 HHE KX (FEXF)
WH = (EEXF)

2S2-1 BENIICLDIMHMBSIAREOE SABEEMFA\DER
9:13:00 ~ Mass Spectrometry as a Tool for Optimizing CryoEM Sample
9:36:00 Conditions
O MH =212 Al SRk, 88 =) =8 A— Y &5 A7,
RE g #lL RE Y. B B NF 25 Y
1) EBEXRZFARFFIEFARRL, 2) LBARFEFIMEERETOTA=ZD
A2 —. 3) BILRFARF A anBl FHATR

2S2-2 VILFAZDRICKDII\OBESHFRE D > BAEETEIID T IERIAR
9:36:00 ~ #f
9:59:00 Multi-omics Characterization of Phosphorylation Sites at Protein
Complex Interfaces
O /N 5% Y, Janes Jurgen®. Mataboro Emmanuel®, &/& %%
13)_ Beltrao Pedro®
1) REPRFRFFEEFZIATCRL 2) Institute of Molecular Systems

Biology, ETH Zurich. 3) EZELE - {258 - REMWFRA

2S2-3 EFEBEEMF LT O7 A SO E DOREATE
9:59:00 ~ Interdisciplinary research in marine structural biology and
10:22:00 proteomics
O BF RV
1) BRILRFARFE Bl FAFR



2S2-4
10:22:00 ~
10:45:00

2S2-5
10:45:00 ~
11:08:00

B FEERAT7T /DA ILANRT T —DRIE E@BEDT
Manufacturing and characterization of AAV vectors for gene therapy
O AL &

1) REIRRZFARZER LTFRFRRAEN TFEI

DSAABFRNETS T4 —(CLD [TOFA—LA]
Proteome by cryo-electron tomography

O S Hzm Y

1) BRRAZE - K¥bt - EFRAFTE} - ERBESFDE



S AN

8 A 7 B (REH) Aug 7 (Thu)

9:10:00 ~ 11:10:00 £ 2 =%

SRS LA 3 / Symposium3

F—AEENCRE !

LIS NS #77T (h¥9'= DNA HAZTF)
75 #E (RRERAKF)

2S3-1 ifif@E{t & 3D &) LABIRZE DRSS DI\ OBDFER
9:10:00 ~ Proteomics analysis of chromatin dynamics during cellular
9:34:00 senescence
O XA E&% Y. &% =, 88 o8 Y, /e =z 2, R g— 1Y
1) IBBEBEXTE BLFRHERATR. 2) BEXRTFE FTinBERFAITP. 3)

Institute of Molecular Biology, University of Oregon

2S3-2 & MAETOFT A — AR (C K DTERRIBE TR
9:34:00 ~ Prediction of Gestational Age by Human Neonatal Meconium
9:58:00 Proteome Analysis
O &F| E- Y
1) FERFARFREFZHAFR ALTHEE (AD) EF

2S3-3 \AAFT—HIDEEUZ DR 1 F /) A - #8iE - Ry NIJ—IOh5i1BD%
9:58:00 ~ FHIRAE & AIEIZMIRR
10:22:00 Bridging Heterogeneous Biodata: Genomes, Protein Structures, and
Networks for Disease Mechanisms and Drug Target Discovery
O x5 zHaEY
1) BREKX - &dp



2S3-4 HHRREMS/BE CECFRIRTOT 7 1)L 2%
10:22:00 ~ Linking cell images/movies and gene expression profiles
10:46:00 O #HO w2V
1) MR

2S3-5 X&Y' ZOR7%=EMEUIERMEERAT | TO7 A — AT EORIE(C
10:46:00 ~ @IFT
11:10:00 Decoding the Gut Microbiome through Metagenomics. Towards
integration with proteome analysis.
O BH BV
1) B{CFAFRFERERFRRE> 5 —



S AN

8 A 8 B (&#EH) Aug 8 (Fri)

9:10:00 ~ 11:10:00 £ 1 =15

-,

SRS I L 4 / Symposium4

IENDA 250 b— LRAFRORRIHR

354-1
9:15:00 ~
9:38:00

354-2
9:38:00 ~
10:01:00

354-3
10:01:00 ~
10:24:00

3S4-4
10:24:00 ~
10:47:00

PER Sl 8F (BINERRARF)
K e (BRXF)

N R ERPRI AR AR A DORIFE
Proximity dependent labeling in mice
O B8R —BpY

1) RIKEN

APEX-Ribo-Seq (C K D/EFEHER)” b S A DiRER
Local translation atlas by APEX-Ribo-Seq

O t&H K&—Y

1) B{EZEAITPR FRIAZAR

RNA 2fc51 (C1z D HBFER /2 RNA-5 > )\ OBHRBEER<Y E> 0
Comprehensive RNA-protein interactome mapping along the entire
RNA sequences

O /N\&FO BRY. B #E?. rA &E’m Y

1) BfeAAE HEI Flk. 2) BiitAatt>45—

TERINTOFTAZORICKZ TN > NIH> RDE 2 INTBERIGHEF
i

Chemical proteomics approach for evaluating protein reactivity
profile of covalent ligands

O £FHE #XY

1) JUMNAKRFEEZ AT



354-5 RE—EY> I\ OBEHEEBFBIT TS Y N T A4 — LADIBEE
10:47:00 ~ Establishment of a Platform for Lipid-Membrane Protein Interaction
11:10:00 Analysis

O ##x =8 Y
1) NMNAKRFARZBIEFIATI



S AN

8 A 8 B (&fH) Aug 8 (Fri)
9:10:00 ~ 11:10:00 £ 2 =45

SVRSILS / Symposium5

Rl . O A—LT 7 —XAK7T7O0-FDOER

PER INER U (hV3'S DNA FRZERR)
FHH & (KEXF)

3S5-1 SEXRMEEAREIEDZUIREH (CXT T D YILFA =W I X EFT DR
9:15:00 ~ Multiomics analysis for Inborn Errors of Immunity cases
9:40:00 undiagnosed by comprehensive genomic analysis
O mm g
1) KERFARFRERBIZFMIR NERIZF

3S5-2 JOF7A—LRIIC K DELIHRERE RO —Z > JERTE
9:40:00 ~ A Non-targeted Proteomics Platform for Newborn Screening of
10:05:00 Genetic Disorders
O N s B #H=N 2. NE 4?2
1) RBRFARZFREFAFRBD T IFI)LAEREBIZY bz>5— 2) 1
9= DNATRFFRY ) LB EEHEEE

3S5-3 HATO LDT (Laboratory-developed test)DiEMHIDIRIA &5
10:05:00 ~ The current legal regulations and future outlook for LDTs
10:30:00 (Laboratory-Developed Tests) in Japan
O 12 EF "
1) —fREEEAN BAEEREFS



3S5-4 Emerging Technologies ZR\ \zi&&EZ Y — EXEREA@ITT
10:30:00 ~ Toward Practical Application of Diagnostic Services Using Emerging
10:55:00 Technologies
O g =
1) %=1t D N AF v THFRFR



JPros twv=>3>

8 A 8 B (&#EH) Aug 8 (Fri)

14:00:00 ~ 15:30:00 £ 1%

JProstzwv=3> / JPrOS Session

JPrOS A Z2 77 FIJiEEND INHS

3Js-1
14:00:00 ~
14:20:00

3]S-2
14:20:00 ~
14:40:00

3]S-3
14:40:00 ~
15:00:00

3]JS-4
15:00:00 ~
15:20:00

B R AR HEEE (mEAT)
HFR BB (BIEXF)

jPOST @D 10 FESEDRERM : LIRD NUMNST—FEREN B ERATEREA

A Decade of jPOST: Toward a Data-Driven Proteomics Infrastructure
O & I Y

1) FIRARFARFE R ESEFHREATER AZOXENF

jPOST EETSA LADBNERTFRZIR

Introduction to jPOST Collaboration Prime and Peptideomics

O IhEF &B

1) dEBEXRFIEFEAMYIEFERE, 2) LBEXFIEFIMBERETOTA
SORE2H—

by IO TOFAZOIAM : TOFATA —ARLOFIZRTOT
=D ZRFTADEELN

Enter Top-Down Proteomics: An Introduction to Proteoform-Centric
Proteomics

O H7x =58V

1) BIERF

TOF A — LEFTOZEIGADREIR (C@EF T

Toward the Realization of Diagnostic Applications of Proteome
Analysis

O /& YV

1) H3'= DNA FAFTPR



J—0> 3w

8 A 8 B (&#EH) Aug 8 (Fri)

14:00:00 ~ 15:30:00 $E2 &%

J—433v>J 1 / Workshop 1

BRECHITDTIOTAZTRDENM]

3wi-1
14:03:00 ~
14:15:00

3W1-2
14:15:00 ~
14:27:00

3wWi1-3
14:39:00 ~
14:51:00

3wi-4
14:51:00 ~
15:03:00

LIS alll F2 (3= DNA BT
=t B (REEXF)

JOFAZORICELD TUDRALK TNH S DRIZEATR
Proteomics opens new avenues for future pharmaceutical research
O |+ 1B% "

1) HO=2RE

FILVEDEFEHESRHRCH TR TOTA— LABITOER ESEDRESE
Implementation of proteome analysis in medical device development
at Terumo and future prospect.

O A =D, R CE£D, @K Fp Y

1) Terumo Corporation

TOFAZORMAFRZEER USRS

Deepening and Evolution through Proteomics Research
O WTF MEEY

1) /R—I1—H%A=tt

CDMO + =M A —H—(CHFBZTOFTAZIX

Proteomics in CDMO and Materials Manufacturing Companies
O ER 8"

1) AGC kR E#t SoimEAEATTRT FHBBEERINED DRIZEF—LA



3W1-5 X2 (CHFD Proteomics FAFRD BT
15:03:00 ~ Introduction to Proteomics Research at Menicon

15:15:00 O A FTEY, T AF Y. ek B D, BB AtV AR B
1)

1) () XZ3O> HREWREFHR



J—0> 3w

8 A 8 B (&#EH) Aug 8 (Fri)

14:00:00 ~ 15:30:00 £ 3 &%

J—2o>3w>J 2 / Workshop 2

JO7A=0XX70OMI)LwmS

RS maE T (BEXF)
RFE BE (RRKF)

3W2-1 [MEFDOSARMEEZIEX D : PTM T OF A — AT OFTRER
14:03:00 ~ Uncovering diversified protein modifications in serum: Recent
14:11:00 advances in PTM proteomics
O &= ®mFY, 4 B|RY, B BFEY. SH MA Y, 2K EE LY,
EELL KBg Y
1) BRAZFEREMAEREETOTAZIIISART KU —, 2) ERKZF
RERTERAFRRNA AT 27U THFI

3W2-2 3EEFILEMOTOFTA— LT ~BIRAEEMDI A AZRZUE -3
14:11:00 ~ > HAFTDIBIT~
14:19:00 Proteome of non-model animals -examples of biomineralization
research-
O ik mE D, xIg BN Y
1) RRAFAZERREFERRIFZATR

3W2-3 ARURMEBRT O A— LARTZAIHE(C T DRIUEBENMES X5 ADBFE
14:19:00 ~ Development of automated proteomic sample preparation methods
14:27:00 to enable large-scale clinical proteomics
Oxmgl. g1z
1) ERIARAFRENEREE - R - REMAFR. IRt 5
— BIRENTOFAZOXTOZT O



3W2-4 JOFAZORERCHITDFEER
14:27:00 ~ Optimizing Proteomics Workflows: Method Selection Considerations
14:35:00 O &8s BE Y, g 57 Y
1) RBRKRZFE MAEVYRIAFER FPOREERE

14:40:00 ~ ﬁ.’ﬁég\ Eﬁ
15:30:00



—fREAFR

8 A 6 B (KIEH) Aug 6 (Wed)

13:40:00 ~ 15:40:00 £ 3 &%

—A%OgAFEFR 1 / Oral Session 1

AFESFOMEAREES

PER INF BB (JLEXRTF)
AAY SRE (BRTHIIKF)

101-1(P89-A) SEC-MS ZRU\ZHIRER(CH 1T DY >/ \OBDHEEERIRRE & Fan DR
13:40:00 ~ ofERA
13:55:00 Comprehensive analysis of protein interaction states and turnover in
cells using SEC-MS
O Msp gESsEp . 0EEF 2D, MR JER Y
1) FRARFRZRERFLEATR A= TREMFEDE

101-2(P43-C) ¥4H StageTip Z L)z nanoHILIC/MS/MS AT F Rtk oS
13:55:00 ~ Peptide Sample Preparation for nanoHILIC/MS/MS Using Reversed-
14:10:00 Phase StageTip
O 7t FH Y, &F ®E), B8 %2
1) REBRFRFZGEERFZHAFTRL, 2) ERELE - R - KEMRFT

101-3(P15-C) ARIZEICHTDRFMIENELS > )I\TBDIREKR
14:10:00 ~ Identification of unexplored small proteins in Escherichia coli
14:25:00 O >> FI Y, fei gttt Y. B0 g Y
1) BRBIFAF



101-4(P79-C)
14:25:00 ~
14:40:00

101-5(P73-A)
14:40:00 ~
14:55:00

101-6(P57-A)
14:55:00 ~
15:10:00

101-7(P59-C)
15:10:00 ~
15:25:00

Claudin-5 ORBFEEZHHE D2 —IBELLE RNARBEYT /OB
pumilio-1 NDIEEHZZE R D

Rs10314: a single nucleotide polymorphism in CLDN5 gene
attenuates the binding ability to Pumilio RNA-binding protein

O &K 36 12, Greene Chris*®, Hanley Nicole?, Hudson
Natalie?). Henshall David®. Sweeney Kieron J.¥. O'Brien Donncha
FY. Campbell Matthew?

1) IEBEXRE XEREZRBIFEMRFE . 2) Smurfit Institute of
Genetics, Trinity College Dublin. 3) Department of Physiology and
Medical Physics, RCSI University of Medicine and Health Sciences.

4) Department of Neurosurgery, Beaumont Hospital

EE27—F(CEDHRY >/ UEDDIEEAEERHEER
Classification and Inter-Structural Comparison of Shell Matrix
Proteins Based on Quantitative Proteomics

O Kl BN D, 1R HWBE Y, 8k CK 2. 5K EE Y

1) REAFAZREFEGRIZAAFTRL 2) RRAFEEEMRIFAHAFAN

NUTS D EFERRAES DS LAEAVEIUR LiP-MS FEDRF
Development of a Rapid LiP-MS Method Using Trypsin Spin Column
OgFFEE". #F% =Y. Al g2 . e K@ P, Vg w b, Il
5wy

1) N9’ DNA HAFPR. 2) FTERFEFEZRN

RS\ A LTy NMEERRIRT D05+ IT 07 A =0 Rk
An Integrated and High-Throughput Strategy for Glycopeptide
Enrichment and Identification

O iRk snA Y. B HoO=D. A% HY

1) EERIHEAEAZAR MR+ T FA3TERrT



101-8(P55-C)

DA LNEHA A= (CRD 1 HIRE O L b— ADKRFZERENRERR

15:25:00 ~ #f
15:40:00 Quantitative Spatiotemporal Analysis of Single-Cell Secretome

Dynamics Using Real-Time Fluorescence Imaging

O 15 =D, 1 8|2, K E8 Y. Bz . BE 5%, M
Fa°, At EA®. B2 A0t B8R MR Y. BA He P, mE S%
e aRY. g =Ry

1) BRAZF SCmiBlFEimAR > 5 —. 2) hx&ttS51JwILF1 70
JT R, 3) BAEERIKRE EFEP. 4) f#ATFE EFHAFAL 5) RRER
ARF LailFED. 6) KIRKFE EFRMAFTRL 7) LEXFE XZERHFE

aRIFIATRL 8) REBIFEKRE ATk



—fREAFR

8 A 7 B (REH) Aug 7 (Thu)

9:10:00 ~ 11:10:00 £ 3 =45

—A%OEAFER 2 / Oral Session 2

—fxAEEFEK (DUZHIL)

PER D SR—EF (JEEXF)
O 5 RREFERKF)

202-1(P27-C) A— RI7>—FRL(CLBFEE(L. BHEELI p62 /RT -+ D KEAPL 12
9:10:00 ~ #HFHHICKIO>TRE=ND
9:25:00 KEAP1 retention in phase-separated p62 bodies drives liver damage

in autophagy-deficient conditions
O B x Y. 5@ AT, &= %Y. Mao Gaoxin', HE ki3
Do BFY, 8 BEY, MB35, Ryzhii Elena®. #hAk & ©).
hE XEY, MNE KO KT mRY) /v K 2
1) IBREXRFE EHFETBE, 2) A-—~IJ7>-UY—Ft>5— 3)
REAKRT RAEEZFAFTF. 4) IBEREXTF HEIEEBIEFBE,. 5) 6
AF EFI/LEMIARDE. 6) EBERIZERKTE &5 - BlFNE. 7)
NINAKRZFRFEREFAF AT D E

202-2(P23-C) #h&R - ALIERMEBRFRBBIE(CH T DR/ A AT —H—IER
9:25:00 ~ Exploration of Novel Biomarkers in Neonatal and Infantile Food
9:40:00 Protein-Induced Gastrointestinal Syndrome.
O Afa &Y. &Kk E2BF 2. )IIE w7 WA E2 Y
1) WBAZFEZEHEESZETR NERZE, 2) BRI\ EEREZY Y —
TLILF— - UOTTFRL 3) ' DNA AR IEOF A= I)L
-7



202-3(P37-A)
9:40:00 ~
9:55:00

202-4(P49-A)
9:55:00 ~
10:10:00

202-5(P85-A)
10:10:00 ~
10:25:00

202-6(P71-C)
10:25:00 ~
10:40:00

SATE> RITSY I T 7 > BIMOFFEREAEDRZEA

Exploring a Novel Pathogenic Mechanism of Diamond-Blackfan
Anemia Through the Regulation of Proteostasis

O FHim kR D W) Et D, S FEY. fEx BHED, fElE JY,
A M2, ZEeE e Y

1) REPKZ iPS HHRBFAZTAT. 2) MassSoft

30 FU ERITFENINILY Y S EFEERAD#EGZRIREICT D TOFTA—A
BetrDELEARET

Decoding Archived Cancer Samples: Enhanced Proteomic Yields from
30-Year-OIld FFPE Tissues Using Three Methods

O B0 /1Y, E Y. S0 B Y. A fBY, aE 182

1) RREZFERARZEFZEFIEFZNE. 2) EATREREAELZN AR

KLY —ARAHEDDNAATRDE. 3) BARBRINAT YT &
EBRRDSAETIVDE. 4) BARFRFREGRIFEAFTEPAENEFEDET

VEPRR BB DDA IREZIEIETE DR/ A A —H—DEE
Acquiring urinary biomarkers that can identify the state of heart
failure in diabetic patients

O #A B2 Y. WK BEF Y, Elguoshy Amr?, WEF &g Y, LK 1%

1,2)

1) FBRFERR A AY—D—25—. 2) EEERCERRRER

BRI N RTFREDRCHBITDA A EE YT FffiOBRME

The advantage of ion mobility mass spectrometry in clinical
immunopeptidomics

O EiF WOTF Y, BA 872 IBA K2 #EH =5

1) (D)PAMFES - CPM B> 45— - DIECFEAFED. 2) KA1 EE
RUEPR



202-7(P61-A) RS SHEOBEEERAZASMNCIDIRTFRIIX
10:40:00 ~ Peptidomics for studying a host defense mechanism
10:55:00 O oA —# 1. 8 K2, )lF E Y
1) IFRBIINATEI S —. 2) BEERKZEFZEMEMFRZE. 3) BR
KETVAY h—=TEE>2 45—

202-8(P35-C) BEZOMFHMCFEAMIEHFOMERZEBN & Uz FFPE 07 A — L%
10:55:00 ~ FEDER
11:10:00 A High-Sensitivity Proteomic Workflow for FFPE Tissues to Elucidate
Chemoresistance Mechanisms in Esophageal Cancer
O B HREMD Fw@ s 2 AE 8P, EBE RED. BA EXE
20 NE MBS, By E Y
1) EZIAFRAFREANEREE - 2R - REMFKF. 2) FRERFEXFRE

SRR



—fREAFR

8 A 8 B (&#EH) Aug 8 (Fri)

9:10:00 ~ 11:10:00 £ 3 =45

—A%O8AFEFR 3 / Oral Session 3

—RgBEFER (Bhf)

303-1(P20-D)
9:10:00 ~
9:25:00

303-2(P68-D)
9:25:00 ~
9:40:00

303-3(P56-D)
9:40:00 ~
9:55:00

303-4(P80-D)
9:55:00 ~
10:10:00

PER & 2 FORAF)
BE K (FIHEE)

WEFENDIZHD U BT OFAZT O T -0 I O0—DFHFE
Development of a High-Throughput, High-Sensitivity Workflow for
Phosphoproteomics

O 2h fE Y. SR XY

1) B{CFAFRFERERFAR > 5 —

{EZT0O—-THREICKDT I\ TERE OB

Covalent Labeling Probes for Aggregation Proteomics

O #iE m— 1. B N2, B FTBY. RBS). 8K ST7L
JLEY I B—ER . B hik Y. HmR 85X, wE g7 Y
1) BRAEKRZFERA. 2) BEFEAFRA RIEESERRFMR T 5F—.
K, 4) FILKE. 5) BEARTHEESRA. 6) ALK

3) it

UniScore Z 3 \/z Target-Decoy 3:(C L BRTF REE

Peptide Identification by the Target-Decoy Approach Using UniScore
O M m—Ep Y. B |, 78 &

1) REBRFRFZERFZHAFTRL. 2) ERELE - R - KEMFR

WEMRT OF7 A = ORI KD GBI CEFT

Analysis of Aging Changes in Mouse Testicular Tissue by Trace Cell
Proteomics

O &F KXY gng al2, XK B2, it ZR?. % BEY

1) BEEXRFE. 2) RRIERIKE, 3) BRRBIZEAFE



303-5(P74-B)
10:10:00 ~
10:25:00

303-6(P70-B)
10:25:00 ~
10:40:00

303-7(P62-B)
10:40:00 ~
10:55:00

303-8(P14-B)
10:55:00 ~
11:10:00

TRIREERIR D BERD T O 7 — LR C K D L HIMMHEESES > ) OB DR
A

Proteomic analysis for exploring the antibiotic resistance
mechanisms of pseudomonas aeruginosa clinical isolates
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Multifaceted data analysis of the nuclear proteome in mouse early
embryos
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Next-Generation Structural Proteomics Using Kinase as a Phospho-
Labeler
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Mapping adipocyte interactome networks by HaloTag-enrichment-
mass spectrometry
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Introduction for the next generation Orbitrap mass spectrometer.

(OShio Watanabe
1) Thermo Fisher Scientific K.K

Short Abstract: We introduce next generation Orbitrap mass spectrometer and their unique feature for
proteomics application compared with legacy instruments.

Keywords: Orbitrap, Astral, Data-Independent Acquisition (DIA), High Throughput
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1) ASHEE DT & DNA BFZERT

Establishment of a protein complex analysis system by high-throughput GeLC-MS/MS
using Native PAGE.

Ryo Konno?
1) Kazusa DNA Research Institute

Short Abstract: Dynamic protein complexes drive cellular functions, but standard proteomics disrupts
their interactions. We focused on nGeL.C-MS/MS, combining in gel digestion method using Native PAGE
(which preserves complexes) with mass spectrometry. However, analyzing a large number of fractions
presents significant challenges: it is extremely time-consuming and labor-intensive. To overcome these
issues, we first streamlined in-gel digestion, reducing the 96-sample processing time from ~1.5 days to ~1.5
hours. We then implemented a high-throughput, high-sensitivity LC-MS/MS platform (EVOSEP
One/TimsTOF HT) using WhisperZoom 80 SPD and Thin-diaPASEFM, analyzing 96 fractions in ~1.2
days. This integration yields a complete ~1.5-day nGeLC-MS/MS workflow.

Keywords: TimsTOF HT, GeLC-MS/MS, High Throughput, Thin-diaPASEF
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ZenoTOF 7600+ 23] Y $H { — =558 MS/MS X~ 27 F v %iER L 72 de novo & —% v
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1) 24 X DNA #f9Epr. 2) stz —v— -4 v 7 %

Unlocking the potential of ZenoTOF 7600+—biological species identification through de novo
sequencing utilizing high-quality MS/MS spectra and its future

OYusuke Kawashima® , Takeshi Shibata® ,Ushio Takeda?®

1) Kazusa DNA research institute, 2) SCIEX

Short Abstract: Mass spectrometers have advanced significantly in recent years. Our laboratory has
developed a new strategy for identifying the biological species of unknown samples through de novo
sequencing using the high-performance ZenoTOF 7600+ mass spectrometer. This approach has
potential applications in food safety inspections, such as detecting food fraud and contamination, as
well as environmental analyses, including biological surveys and water pollution assessments.

Keywords: ZenoTOF 7600+, de novo sequencing, species identification
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1)Quantum SI, International Channel Partner Manager

Applications of Next Generation Protein Sequencing™ as transforming
technology in the post-genomic era of biology and research

Michael Sohn?
1)Quantum SI, International Channel Partner Manager

Short Abstract: Quantum-Si Next Generation Protein Sequencing Platform™ is transforming protein
sequencing and ushering in the post-genomic era. For decades, researchers have relied on DNA and
RNA sequencing to unlock biological insights, but the next frontier is proteins. Proteins are the key
players in biology, dictating cellular function and disease progression. However, truly scalable and
accessible protein sequencing has remained out of reach until now. The presentation introduces the
world’s first and only Next-Gen Protein Sequencer™ (NGPS™), enabling single amino acid
resolution. By integrating biology, chemistry, and Al, NGPS achieves unmatched sensitivity and
specificity. It offers an accessible, precise tool for breakthroughs in clinical research, drug
development, and proteomics across biology.

Keywords: NGPS, AASeq, Proteomics
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ONicolai Bache?
1) Evosep Biosystems

Preparing for Next Generation LC-MS based Proteomics — Performance and
scalable sample preparation for end-to-end solutions

Nicolai Bache?
1) Evosep Biosystems

Short Abstract :

The growing demand for high-throughput, reproducible, and sensitive proteomics continues to drive
innovation across all stages of the LC-MS workflow. In this presentation, we introduce recent
advancements in next-generation LC-MS-based proteomics. We additionally describe the EvoTip Pure
technology as a key enable of automated, scalable, and cost-effective workflow designed to streamline
sample preparation and analysis for large-scale studies. This integrated approach is exemplified by the
processing of over 1,100 plasma samples in less than six days on a single-instrument setup. These
results demonstrate how fully automated, end-to-end LC-MS workflows make large-cohort, clinically
relevant proteomics not only feasible, but routine.

Keywords :

Evosep, Evotip, Proteomics
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Spatial proteomics of defined regions and entire tissue sections

Koshi Imami?, Nobuhide Tsurumaki?
1) Proteome Homeostasis Research Unit, RIKEN Center for Integrative Medical Sciences, 2) Leica
Microsystems K.K.

Short Abstract:

Laser Microdissection (LMD) is a technology that precisely excises and collects specific cells or tissues,
enabling detailed protein analysis through mass spectrometry. Leica's LMD system rapidly prepares
samples for proteomics and omics analyses, using a non-contact, gravity-based method for
contamination-free collection. This ensures high-quality samples from single cells to extensive
collections. As the importance of spatial proteomics grows, so does the value of LMD technology.
Spatial proteomics analyzes the distribution of proteins within cells and tissues, offering new insights
into disease progression and treatment efficacy. In the seminar, Dr. Koushi Imami from RIKEN will
present his research on spatial protein analysis using LMD. Leica Microsystems will also introduce their
latest technologies and applications. This seminar will provide deep insights into the regulation and
maintenance of the proteome.

Keywords:

Laser Microdissection, Spatial Proteomics, Protein—protein interaction, mass
spectrometry, tissue section

V—F—=A 7 uZ A7l (D)3 FE DMK 2R T E Y H LRI 5,
Fo v A b Y —hOBRIHIC X BREMIR S 3y BT & TR T 5 EHH R B T
Leica O LMD 1E, 7073 7 AEHTRA I v 7 B O T DOV T ATRRE 2 E—F 1
(AT B8k, BEEEIRCE B OB LR ROI) 22X VAR BV b~V —ALARLHE
REEMY U E S, ROBHCX L O, EARTHRCTa L ¥ Ix—v a7 ) —OREIKHT
ET, Yo N EEREICHRETEZ D7D, | ML OIAEBHADEIE T, BEAWT 7Y 7
—vaviZHiELET,

S, ZER7eT 4 I 7 ACEENEEZH T, LD EOFAMEIRETEI®HE-T
WET, ZE 7 a7 A7 X%, MESSEBRO ¥ R BOERINR M EBET L, WK
EITOERS R OFHMEICH -2 RR 2R LT, Zhicky, kT ueTHI 7 2T
BONRPoT-EMREREERETE, MMEOHE LIRICERRLET,

Ak ISk, SREELE FELFEFER EGERFEHEEY ¥ — TuTd—AE
EHBIZE1=y b) ZBRE L, ID ZHWZERNE VR BT OEF 232 2., FED
THEABICOVWTIRRVWEEE £, MIRIZH1S FuT 3 —L0 1 « #ERFC OV T
DIFEISERT e —Fhb, ZURIE LUV TLMELNRVEREERE - OfENR
BELEFAZET, £, FAHAL 70T AT AW 513, ZEF0T 7 2A0OES
DISABIZRZ IR B, Leica DFRFHDOEHRICOVWTITRIMLE T,



A—A74 9 /Z9R [ RIS 4
8HS8H (11:30~12:20)/&£3% =101 (E4£15)

TOTA—LDFEEHKRIZIET S |
VR IRVVIAR #—RR2L BRES WO AR B
1) 7g'S DNABREAT, 2) 1074 UI TRT1 I RKRARE, 3)HRAH I T s

Unstoppable Advances in Proteomics: Expansion and Deepening
Osamu Ohara®), Koichiro Matsuda?, Toru Hattori?®, Satoshi Sagara3
1) Kazusa DNA Research Institute, 2) Eurofins Genomics K.K., 3) Scrum Inc.

Eurofins Genomics K.K. will introduce contract-based solutions and discuss key
challenges in advancing proteomics, with a focus on plasma/serum proteomics.
Although omics research has gained traction, proteomics remains underutilized due to
the technical complexity and high costs of LC-MS/MS systems.

Scrum Inc. will present emerging technologies that deepen proteomic analysis. Alamar
Biosciences’ NULISA offers ultra-sensitive detection beyond LC-MS/MS and PEA,
applicable across biomarker discovery stages. Additionally, Syncell’s Microscoop
enables spatial proteomics by biotin-labeling proteins in fluorescently tagged regions of
interest, facilitating analysis of organelles and cellular interfaces. These innovations
promise to enhance both sensitivity and spatial resolution in proteomics.

Keywords:
Biomarker, Spatial Proteomics, Plasma/Serum proteomics
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Rapid proteome analysis workflow combining gas-phase fractionation DIA

and BoxCar.
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Advancements in Multi-Protein Quantitation for Host Cell Protein Discovery
O EX #&F Y. Veale LawrieV, Harvey AntonyY). Radi Krisztina®.
Bramwell Claire?, Tvrdy Lukas. Georgoulopoulos Michael®. Yong Kil®),
Bern Marshall"
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A maximizing proteome coverage: Development and Evaluation of the Thin-
diaPASEF Method
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Development of an Improved Agarose Native Gel Electrophoresis Method for
the Separation of Basic Proteins and Its Application in Antibody Analysis
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1) Kyokuto Pharmaceutical Industrial Co.Ltd.. 2) Abwiz Bio Inc, SD, USA.
3) Alliance Protein Laboratories, SD, USA
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Change of tear fluid protein during daily wear of contact lens
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Development of Proteome Browser, a platform to promote the utilization of
proteomics data
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Proteomics based on emitting spherical microparticles
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Novel serum marker proteins for alcohol abuse identified through proteomic
analysis
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Novel diagnostic marker proteins for pancreatic ductal adenocarcinoma
identified through proteomic analysis
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Non-targeted proteome analysis using low-cost iron powders for a novel

newborn screening modality
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Simultaneous prediction of retention time in liquid chromatography and
peptide collision cross section with a pre-trained protein language model
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(303-6) Multifaceted data analysis of the nuclear proteome in mouse early embryos
O MR L&D, 1B Y, R®A Bm— 2. 0K LY
1) FRBARFERFZRS AT LEZEDE. 2) WNKZET S/ REIFE>
9_

P71-C BRRA NS RTFREDRCHBITDA A EE YT FffiDBERME

(202-6) The advantage of ion mobility mass spectrometry in clinical
immunopeptidomics
O =R WwHF Y, &4 |72, IBA K82, BA =5 Y
1) (B)WAAF = - CPM B2 5 — - DITEACFEIAFED. 2) MRS ERRERR

P72-D A )\UBFOS CHBEHRERICLDZRTF RORILRAL
Tyrosine containing dipeptides sulfonation by tyrosylprotein
sulfotransferase.

BN AR Y. B A, O MR B—
1) BIFKEERFES

P73-A EE27—YCEDEHRY >/ \UEBEDDIEEAESERHEER

(101-5) Classification and Inter-Structural Comparison of Shell Matrix Proteins Based
on Quantitative Proteomics
O Kl &N D, 1R WE Y, 8k CK 2. 5K EE Y
1) RRRFARFZREZEGRIFMERL 2) RRARFESEGRIFHATR
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P75-C

P76-D

P77-A

P78-B

FRIBRRRAR D BIRD T O7 A — AT IC L DL RIMMERES > ) OB DHESR
Proteomic analysis for exploring the antibiotic resistance mechanisms of
pseudomonas aeruginosa clinical isolates

O A+ 7 Y. B8 £hEY. 25 who D T FE?

1) B3/ (—XARFZARFRFEERIFARERL, 2) BEBAFAFZREFZRAFTR

OORVU>D MSEZRWCR T LAY — -5 2 )\ OBIESHROIEIERET
Cross-Linking Mass Spectrometry for Structural Analysis of Nucleosome-
Protein Complexes

O R BEY, 5 2D, Bk x5

1) MRKRZF - EE4omRIFEHAEHR

e R OFHIE(CH T DMEE - BEBIFFFOFE . S O RUZITOFA—LAICE
D < f##fr

Impact of fasting and steatotic liver disease on hepatotoxicity risk
assessment: a proteomic analysis of liver mitochondria

O &M f=EY

A Shiny Tool for Post-Processing DIAnn Data: Cosine Similarity Analysis and
Chimeric Library Generation

O Elguoshy AmrY), Yamamoto Keiko Y. Uchimoto Tomohiro ». Yanagita
Kengo Y. Yamamoto Tadashi V)

1) Biofluid Biomarker Center, Niigata University

BEBE MS/MS (CXBIEBEINILIVU—FEETOFAZIR

Label-free quantitative proteomics with high precision and accuracy, driven
by ultra-high sensitivity MS/MS

O %M IEY. 88 Y, )\MNL—T 4R TuelL JIkUy o2

1) FRXE&tIT—E— - YT wo X, 2) SCIEX Canada



P79-C
(101-4)

P80-D
(303-4)

P81-A

P82-B

Claudin-5 OFEIREZ KK BT D—IEELE (L RNA EEY >/ VJE pumilio-1 A
DfEEHEERD

Rs10314: a single nucleotide polymorphism in CLDN5 gene attenuates the
binding ability to Pumilio RNA-binding protein

O #&A& 46 12, Greene Chris*®, Hanley Nicole?. Hudson Natalie®.
Henshall David®. Sweeney Kieron J.*. O'Brien Donncha F.*. Campbell
Matthew?

1) RBXRE XFEREZRBIZEHAFRE . 2) Smurfit Institute of Genetics,
Trinity College Dublin. 3) Department of Physiology and Medical Physics,
RCSI University of Medicine and Health Sciences. 4) Department of

Neurosurgery, Beaumont Hospital

WEMRT OF7 A =0 RCK DN RO CE#T
Analysis of Aging Changes in Mouse Testicular Tissue by Trace Cell
Proteomics

O F AV BE A2, KR B2, it XY, M BEY

1) BEEXFE., 2) RRERAZE, 3) RRBFEARF

FRIREEA M4 EEEC FORKEEKZ AW/ A A T 1 )LADLETOF A —
ANy

Comparative proteomic analysis of biofilms using deletion mutants of drug
resistance-related genes in Pseudomonas aeruginosa

O #17 #k Y. B8 £HE Y. T SR, A fF Y

1) B3/ (—ARZFARFRFEERFARRL 2) BEBRAFAFEREFZRAFTR

INAZIV—T v MEXTF RigRZERIR I DS E— XBHE

Development of a High-Throughput Glycopeptide Enrichment Method Using
Functional Magnetic Particles

O Zf HoO=Y. 1k 3hA Y. A% HY

1) EERANHEAEAZAR MR+ T FA3TERrT



P83-C

P84-D

P85-A
(202-5)

P86-B

P87-C

Mock community Z B\ e XY T O A — Af#TY T D 1 77 O5Hf
Evaluation of metaproteome analysis software using mock communities
O &R =AY hF BB aF EY

1) dEBXRZF REITFMARRL 2) ILEXRF HFEE

DIA-MS R—XX DL Ry OXTOFAZ T RICKDEIIARN AMRBEL LR L &

Analysis of oxidative stress response in prostate cancer cell by DIA-based
label-free redox proteomics (DIALRP).

O vk KD, SR A Y. MR JE Y

1) B RFERFRERFBSHAFERA =T XEMFEDEF

VEPRR BB DDA EREZIEIE TS DRFP/I\A AT —H—DEE

Acquiring urinary biomarkers that can identify the state of heart failure in
diabetic patients

O #HA B8 Y. 1WA BEF Y, Elguoshy Amr?, HEF &8 Y, LA g 2
1) IBRZENRR) A AN—D—t>5—. 2) EEERREEREER

BYE(CH T D LRRK2 IR DFTRGHENEDRHFE

Development of a novel therapy targeting LRRK2 in Gastric Cancer
OFE@BEY. MK BEY, EE HFY. S BEE?, )IlL X&), =& 5
RN =1 =

1) EBXRZEFEHEFZERIES. 2) tBEXFEERHEFIRKARES. 3) LB
AFEFEFHEFIBEER - #HilgH 1 M. 4) EBEXRFEFEVRIEF

A LI RTF RZURZALZ HLA-A*31:01 OARTF RIZRIFMHE & ERIRIGED
BT i

Evaluation of peptide presentation characteristics and drug responsiveness

of HLA-A31:01 using immunopeptidomics

O #E pRT 2, I RV, 48K men D, SA BB Y, &K &Y. F
B R, @k Mt EA Y. i = BRCkE) B LY

1) BV EERRBREERFFR. 2) BILKE - bt - EREZFHLSHFTRL 3) b
FRFRFAIEGERZRTLE> Y —. 4) FERFRERFEL. 5) BRAFERFZL]



P88-D

P89-A
(101-1)

P90-B

P91-C

P92-D

AN)LADF > OYNERBAHIIEIE (CH T DEFRDAEE & U OB AR

Evaluation of Ivermectin as a novel therapeutic agent for ovarian clear cell
carcinoma

O AR HEY. MK BwEY, FR BAEY. B K52, N —=7. iR ®
BR 2, =5 w2 Y

1) EBXRZEFEGHEFERIET. 2) tBEXRFANEEL AT, 3) LBEXFE

FEBIRARIF

SEC-MS ZRAUZHIREAR (CH 1T D5 > ) OB DB BEVERIARE & &an DREERIEDAZA
Comprehensive analysis of protein interaction states and turnover in cells
using SEC-MS

O Pash BESEP Y. 1EE Y. MK JE Y

1) FRARFERZRERFHREATRR A= TREMFEDE

CfEE (CH 1D LRRK2 FIMRER L ERARRIEF A F & OHEBEE

LRRK2 expression as a poor prognostic marker in oral squamous cell
carcinoma

O Mg 21&E Y. H#E BAxEY. AR BEY. =K 52, 515 B2 Y. K B
1)

1) EBRFEFEFEFERIEF. 2) EBERFEFEPIRIEF

FEREEMINRER FR(CHITDT 0O h—> XHHHRFOFIRET
Expression of ferroptosis-regulating markers in ovarian cancer

O VI st D MR @D 5 m3 Y, MR RED, =& E2. =i gz Y
1) EBRZEFEFHEFEIRIES. 2) EBEXRFEFERIEF

EFREfERE (EAD) ZAVVZE hMmiEH N ESEMERTF ROBRERTE
High sensitivity identification of N-linked glycopeptides in human plasma
using alternative fragmentation

O M # Y. Remco van Soest”. Kristina Jurcic®. Patrick Pribil*

1) SCIEX, Japan. 2) SCIEX, USA. 3) BSI Inc. 4) SCIEX, Canada
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P94-B

P95-C

P96-D

BN ROMNIVES ZHRICET DY /I\OEFIRTOT 7 1 )LD
Analysis of protein expression profiles related to the hormetic effect of heat
stress

O Ml omb b, #w©eE =45

1) BaRFARFE B - RFEMAFTR

KRR — (WD TDFRFER)

HREBMHRICHITDY /I \UBFEERRDO#EITZEHE L T

Toward the analysis of the states of proteins in complex protein mixtures.

O Bi5 &A D, BAE &Y, EI R Y. B SRR, i #K Y, 88 =
b, =% AU W 82 hF BB

1) AEBRFARFFIEFZAFRL. 2) IEBXRFIEFES. 3) IEEXRFIRZEMEESR
JOFAZORE> A —

F TR AR DR T O A — LA

Integrated proteomics analysis of radiation resistant cancer cell line

O MR F|REY. & #E 2. BT 57, 0K He 'Y

1) FRARZEZEL. 2) FIBAZERZHRSHREFEL. 3) FBRFAFRKER

FHRATAFTH

TMT ZFAWz 1 BT OF AZORT =P (CH1FTD/\yFILI T MEIESED
SRSt i R ]

Systematic evaluation of batch effect correction methods in single-cell
proteomics data using TMT

O AT =Y. IWE BE Y. FF 8B, A #5827, Bl ax Y. 1BH
= 4)

1) BERZATE RIRBIRFED. 2) BBAKRT EFE, 3) BAKRFEAZER Lo
FHAFRER. 4) BEERATF Stimtantl FATT
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Analysis of the functional states of human serum albumin in plasma using
mass spectrometry

O Wit R, B B D, 815 &A1Y, SR 82 i £ hF &
% 1,3)

1) JEEBRFIEFZER. 2) IEBARZEZERDAHARIFE, 3) ILBERFIRFEMH
BEEIOTAZOREZ 5 —

N X INCRNA B3EART F ROMEFEN TR & T 05 A — ABEFTADIGA
Comprehensive Prediction of Mouse IncRNA-Derived Peptides and Their
Application to Proteomic Analysis

O A £ D, NF BB Y, 78 52
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VYLD OTAZIIARE hIID £KHd RAd

Phos-tag technology

Phos-tag(TAZ9) ) E(3. [RERF DEZED FHEERIFHRENFHFLR
UVEEEJIZTIVIZA> (R-OPOs%) ZHitpH (4IBHIpH) (CHVTHIES HEEMEDF T,
USEETOTAZIRICENT, EDUSEALY> I\ Bz - BiE I DL FIFRECEETT,
Phos-tag O¥BERTEN U BEY D1 Z7 1 —FERMIFERE. USEMEARTF R USEMES> N\ B NEERC
DRI BIENTEET,

Phos-tag Agarose

Binding  washing Elution
Phos-tagD¥FHERTENUIU>BSFRANEIONY N 574 —184KT T,

HEARRORIE(GEVPH TV E-ERTF R/ VBB )\ TED
par: B R EENEI AR

Zn%*-Phos-tag - P
Agarose bead

Phos-tag Tip

Phos-tag Agarosex < 70E Ry cOFYICEH ALELIZ,
R RY MRIETUS B EARTF ROEHE/AERN T HETY

200pL pipet tip

~~Filter

¥~ Zn?*-Phos-tag
Agarose bead

=~ Filter
Phos-tag MG-Bead - Add Mix
Phos-tag 1> RERIRE - X HEASRIZED T, (( ,§ )
I —Ty NRRERIZIE T, SRETUSEYY
RIF R BARTEIRE Y, C
,Collect
C

B CTES VIO EETMVAFEHERR ST FEZORIBECBRVEDEEN,

MPEMRA J—RL—MR%RE

T650-0047 MFEHPRXAESEE 5-4-1
https://www.nard.co.jp

TEL:078-958-7026 FAX:078-958-8026



XV PANTERA LL Gel series

IR FZAHEICLTE
Long Life Gel T9/

¢ RHREOK/ (REHMIFRER 1£R) ™
@ XV PANTERA Gel series DINT7A—I VA ZFDEETCRBREZTEEICLELIE Y

R HREDFIR!

o

@ 7Ny 77—, x&#INv 77—k, XV PANTERA Gel series B TOK /

Specifications (&Y X#i#)

TIWIAT : 5 VINTE3A (Tris-HCLHES L)
T IV B E 5%, 7.5%. 10%. 12.5%. 15%. 5-10%. 5-12.5%. 5-15%. 5-20%. 7.5-15%. 10-20%. % ERE

~

' XV PANTERA MP LL Gel

45mm

90mm

4 LY A4 X:90Wx45H%1.0Tmm XVPHNTEHH MP SYSTEM

® hEYyhILX 1 110W X 65HMM
L ©d—L%4 7 :9well. 12well, 18well, 20well. 2-D \ ))

XV PANTERA LL Gel s

40mm

30mm %

4 )% 4 X :80Wx40HxX1.0Tmm 5
ey R4 2 T00W X 60HMM XV PANTERA SYSTEM )

dA—L %74 7 : Twell. 10well, 12well, 16well, 20well, 2-D

http//wwwdcmOOZCom Tel:042-310-1331 / Fax:042-310-1332

DR Fo4—T—)L - o—kXLH T206-0033 HREZEMES1-6-29 254 XIEEE L




eppendorf

BFFT X3 | EHRESRF vy IRN—Y 2025458198~ 98308

TyRYERLVTD MERTES! | BEEROBLAZT
BFHTID?

KRBRZETNL TS5/ 25mLFa—7, AVEIx—
VavEBSTZAIVE—F v T ZFLTH YT IVER
LermEELB3LoBindF1—7E WINEERRICK
D EFEVERGIEFERTI .
—BLIERPRATTESHERT. ERZAL—X
OO L TH Y TV BB RO WTITET,

FrvUR—VAHE

>50/15/25/50 mL F¥a2—7 20% OFF
>DNA / Protein LoBind ¥a2—7 20% OFF
>TAIE—Fv T 20% OFF

43 7L OEINEEUP! / BEEOBELE
DNA/Protein LoBind #2—7 & 20%OFF!

REEDRVINV B, BITTNSIMEBEDY Y TILERSBE.

BRONENOREEEET 5T LIFTEE LA,

DNA %7zl Protein LoBind ¥ 21— 7. REEE g2 >

IV BERBREEE DREEKRBITERL. ¥ 7IVEIRRS

mEEEET.

Y TIADEEERIRICHZ Bfcéd. ETOIT YAV EIL

7 LoBind F1—7REEI—To V5 Bl ¥UaviEE)

EBLTVE A, O[30
fact. 3

Of®

DNA LoBind ™ Protein LoBind ®
TIVr—av/—rETck5 TIVr—av/—METBES

FroR—rhEOJIETES

Iy~Y FIL7H%R=1t https://www.eppendorf.com

101-0031 FHRHEXF#HH2-4-5 Tel: 0120-024-125 Mail: info@eppendorf.jp
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BTV V7 RAE, BT SET20206 FAILBFAFLZLZET,

SRINAT - TA T ALY ZAARCHFBRNARDOEZRICRATDOBE,
V7 b7 27, HiEsm, KRB, BV R -2z TqZ8B LR T,

BPERDOD=_—XIIBERZTELLI), BRSO A - —n8HemzRBECRY)K
W, REMOFHREHE, RBLERERRYYRARL Y —ER - YR - 2R\

Wini‘:{
AT 1 ¥

PEWEHLHEIZIZE S
TEL.072-631-8810 FAX.072-631-8820
T 567-0037 KBRH % R EA& RET 4-24

http://www.winx =inc.co.jp
ERBRBA =T —

AVIR
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Nano Flow LC &2f#se€ /) VARSI UhFvESU—hS A

FREEERRO2 N7 EHED LCE KT LO/MS DiE#ESHh

E/VARYYAHS LIBRFFRERAS LISH LTV Y AEFEHD
TUW e, B FLEMDRIFHNLEBINETWTT, RE. #FHERICE
132V INVEBEIUNTF FIZKILEREDSVBEET, BRICRISE
n3R¥MZFALT. REEERPOZ VNV EHHO LCELT
LO/MS DE#ESZITVE LT,

TREEMH: GHAPS, EFILEUR :tHSA)  REIEMAI:SDS, EX/VEME :HSA

CHAPS  (3-[(3-Cholamidopropyl)dimethylammonio]propanesulfonate) SDS (Sodium Dodecyl Sulfate)

EEKEOMBIRD 2 VNI BZH T BRI HlZARL, 2N\ EZHETS
AL ShaREEER RIPA SBERICHW S N5 REEE

UV-214 nm UV-214 nm

N

50 60 0

MS(TIC) MS(TIC)
m/z range 500-6000 m/z range 200-3000

Mass Spectrum Mass Spectrum
MW 66468 MW 66497

FZvTHSLEFBYTRTET. REEESR
T&% CHAPS 5 5Tl SDS DRIRMERED
AJEETY . rHSA @ LC, LC/MS DEEDR TS
NeEMS 7O b IS LK. MS ARYT M LD
TAVR) 12— 3 VR ETORRET A
66.49kDa EEH I N, rHSA(IBUKI) DAFMET
3 66.55kDa &IZIEEMETH W) BIFEHERHE
Shx Lie,

[Analytical Conditions]

System; UltiMate 3000 RSLC nano (Thermo Fisher)

Column; Ultron HF-Phenyl (Monolithic silica capillary column, 0.1 mml.D.X 250 mmL)
Trap column; C4 modified monolithic silica capillary column, 0.2 mml.D.X 28 mmL
Analytical Line; 20%B(0-10min), 20%-60%B(10-40min), 0.5pL/min

Mobile phase A; 0.1% TFA-H20  Mobile phase B; 0.1% TFA-CH3CN

Trap Line; 20%B(0-10min), 60uL/min

Mobile phase A; 0.1% TFA-H20  Mobile phase B; 0.1% TFA-CH3CN

Column Temp,; 50°C  Detection; 214 nm Injection; 1 uL Sample Loop; 1 uL
Sample; rHSA 10 ng/pL in each TmM Chaps, 4mM SDS

Vial; Low adsorption resin vial

[MS Conditions]

System; Exactive plus (Thermo Fisher)

Capillary temperature: 290 °C  Spray voltage: 2.00 kV  Resolution: 70000

T/VAMSYTHSLOFHEEIA LT MDOWT

B2V ING Bz EDB/HFALEMISIEBFREDNE L Tesd,

E—oH 70— e sEAHSGY £,

ZOr®H, BFGHMEBIBICE, RENORERED

EHEF T DUBRDBVET.

UHPLC AR FFHRILY 7 2umEENTLBDIEH L.

BAHE /U AR Y HOREBOFHIE 0.5-1umICHREHE
BFEMBICEBE/ URBYUAF L ESU—OUIEER  poEd,

(f&32 1000 1& (a), 8000 fZ (b))

T612-8307 RELHARXFMHET 50-2  E-mail info@shinwa-cpc.co.jp
TEL 075-621-2360 FAX 075-602-2660 URL https://shinwa-cpc.co.jp/
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For more information
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Expand your studies
across multiple
omes with NGS-
based proteomics

The Illumina Protein Prep solution combines proteomics
with NGS readout to analyze the proteome with
unprecedented speed and scalability, enabling high-
throughput proteomics discovery

why proteomics?

Proteins play a functional role in human biology, reflecting a real-time snapshot into health states. Because of their close
proximity to the expressed phenotypes, proteins can be useful and relevant to understanding a wide group of diseases and drug
mechanisms.

Introducing lllumina Protein Prep, an NGS-based proteomics
solution combining SOMAmer technology with trusted
lllumina sequencing and analysis.
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Prepare libraries Sequence Analyze data

The dynamic nature of The dynamic nature of The dynamic nature of
protein expression explains protein expression explains protein expression explains
how the phenotype how the phenotype how the phenotype
changes in response to changes in response to changes in response to
various conditions various conditions various conditions
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