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6 H 26 H OKEH) Jun 26 (Wed)

14:40 ~ 15:30 £ 1%

Y¥FBIEEIE 1 / Plenary lecture 1

wa EFIL
(RREBRXTF EFHESHAR RXREREERARTE>Y-—)

R A & (EZAARTRES5—)
1PL1-1 TJOF AL SO REET(C K DHREIMI\E DR BN\ DIEA

14:40 ~ Application of extracellular vesicles to disease diagnosis through

15:30 proteogenomics analysis
O && ZK Y
1) RREMKE EFHREWFRA REEERMKRLE>5—

6 A 27 B (K#EH) Jun 27 (Thu)

11:30 ~ 12:20 £ 155
¥PIEEI® 2 / Plenary lecture 2 HAZEABRFRHE

O Zets
(RRIFEKRT RIERMEIKRAFR HREHIZRRE>5—)
BE A& T (REKAF)
2PL1-1 OFARGIZADTFCH TS [TOFA—L] AT IAATDEE
11:30 ~ Proteome-stasis in the field of proteostasis

12:20 O HMA =Y
1) ERTEXRF RZERMEIATE Migsl#E I EmRte> 45—




17:30 ~ 18:20 £ 1 =15

Y¥55I58:E 3 / Plenary lecture 3

HE 2RI
(REARFAFZREEFZRATH, RERFAFZREFZRAFTR)
R A & (EZfAREE>5-)

2PL1-2 ESREMEORRML - ERZEMETD. MBS FIALS ) AT 1 URK
17:30 ~ ffiDEIR

18:20 Creation of novel small molecule-based cancer theranostics
technology based on visualization and utilization of characteristic
enzymatic activity

O #%F H=g "
1) RRARFARFZREEZRAFTR. 2) RRAFAFREFZRATR

6 A 28 B (&£#H) Jun 28 (Fri)

9:40 ~ 10:30 £ 1=

Y¥5BIEBIE 4 / Plenary lecture 4

Alexander Makarov

(Thermo Fisher Scientific, Bremen, Germany)

BR E& X#E (D—EJaqvSv—YAI2FT01TJq1v)
INF B (JLEXFE)
3PL1-1 High resolution/accurate mass instrumentation for proteomics
9:40 ~ 10:30 O Alexander Makarov®

1) Thermo Fisher Scientific

14:20 ~ 15:10 £ 1215




Y5BIERIE S / Plenary lecture 5

Rohan Thakur (Bruker corporation)

B K% (TJILh—2v/(0)
3PL1-2 k&FE
14:20~
15:10
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6 A 26 H (KBEEH) Jun 26 (Wed)
17:40 ~ 18:10 & 1245

S E®E / Award Lecture

I A5 (REPRZFXRFREFAATR)

1AW1-1 FEEEHE - 1A EEUFT o DBES KU in vitro FF—ERIG(CED<
17:40 ~ BRETEY>BTO7A— LARITERORTE
18:10 Development of a Highly Sensitive Phosphoproteomics Based on Solid
Phase Extraction, Ion Mobility Separation and In Vitro Kinase Reaction
O I nEb

1) REPAFE AL
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6 A 27 B (K#EH) Jun 27 (Thu)

14:40 ~ 15:30 % 12 (Hall 1)
APS

Morten Thaysen-Andersen

(School of Natural Sciences, Macquarie University, Sydney, NSW, Australia)

PR AFF N (EEZMHFESATIRN

1AW1-1 Tumor- and immune-derived N-acetyl-B-D-hexosaminidase drive
colorectal cancer and stratify patient risk
14:40 ~
15:30 Rebeca Kawahara'??, Liisa Kautto!, Naaz Bansal®, Priya Dipta', The
Huong Chau?, Benoit Liquet-Weiland>*, Seong Beom Ahn®
OMorten Thaysen-Andersen'-?

1) School of Natural Sciences, Macquarie University, Sydney,
NSW,Australia  2) Institute for Glyco-core Research (iGCORE),
Nagoya University, Aichi, Japan  3) School of Mathematical and
Physical Sciences, Macquarie University, Sydney, NSW, Australia

4) Université de Pau et Pays de L’Adour, Laboratoire de
Mathématiques et de leurs Applications de PAU, CNRS, E2S-UPPA,
France

5) Macquarie Medical School, Faculty of Medicine, Health and Human
Sciences, Macquarie University, Sydney, NSW, Australia

KHUPO

6 A 27 B (K#EH) Jun 27 (Thu)

17:30 ~ 18:00% 1 &1 (Hall 1)
KHUPO

Kwang Pyo Kim
(Kyung Hee University)
BE SR ZE (BFEHFEH)

1AW1-1 Proteogenomic approaches in cancer research with applications in
tumor subtyping and therapeutics target identification for precision
medicine

17:30 ~

18:00
OKwang Pyo Kim!
1) Kyung Hee University
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6 H 26 H OKEH) Jun 26 (Wed)

15:40 ~ 17:30 E2 =15

SRS L 1 / Symposium 1
B FCim Al

FER NS #T (V9= DNA BT
WA &R (JLEXF)

1S1-1 WDTHNZEBENEDIEAEEI EEZNZAVVERNAMEREOERETOTA
15:40 ~ 16:10 = OXBHE
Highly Sensitive Proteomic Method for Analysis of Insoluble Proteins
Using a Solubilizer that can Dissolve Boiled Egg Whites
O st &, mE H1E 2
1) BARIRFERR, 2) RREILAF

1S1-2 S-7=Z JIFIULSRFTA > & Lys-C/ MU TS > z=RAWZS > )\ OEHE1E
16:10 ~ 16:35 EDMFELNBATY I TOFAZTOINDIGH

Protein digestion by Lys-C/Trypsin using Cysteine S-Aminoethylation
for bottom-up proteomics

O B =AM, =M/ 8 Y. I\ 2% Y. Chan Hsin-Ju®. Chen
Li-Yu®, Guzman Ulises H.*, Xuan Yue®., Olsen Jesper V.*), Chen
Yu-JuP, & H= O

1) FEBBRFARFREZAFTR. 2) IBHFERTERA S, 3) Institute
of Chemistry, Academia Sinica. 4) Novo Nordisk Foundation Center
for Protein Research, University of Copenhagen. 5) Thermo Fisher
Scientific, 6) EFEELE - @R - REHAFRA

1S1-3 L OF>ZRAVWZEBREIE - IRTOTA— LRI X LAORF
16:35 ~ 17:00 Development of an ultra-deep serum/plasma proteome analysis
system using lectins
O hE A #HF =Y. Al FES . =5F @BE 2. R %,
g Y



1) 7¥'= DNABAZEFR. 2) FERRFAZREFMARREBEES

1S1-4 ESNTAXEETOTAZVRCL DM FEETOT 72T
17:00~ 17:30 Profiling of Molecular Dynamics in Brain by High-Resolution Size
Proteomics
O /NI 2D, B M2, &R 287, alll B2 2. 4 [t

3)

1) BIRERIKZF, 2) g < DNAWAEKF., 3) RRERKF
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6 H 26 H OKEH) Jun 26 (Wed)

15:40 ~ 17:30 £ 315

SRS L 2 / Symposium 2
HIEERTFR - RTIFRZOX

PR EAR —t (IARRIZINSATES5—)
Sl 75 (EZERSmETRtT>5—)

1S2-1 MRNARADOF>ZBIEUIZALINRTFREDAICKDRZATFH
15:40 ~ 16:02 FEXx
Neoantigen discovery by immunopeptidomics for mRNA cancer
vaccines
O Nixt &Y, st BF Y, B FF Y. thil &Y, B8 BF Y.
18 |2, i BT Y, B 3EEY. RE 2R @ EEY, PR
F£2°° Hh +FMD BE g2 Y. B st 7D T mEse Y,
BR MEY, WA mH Y, a8 Be SO, LA BED. ©m B2
1) MRKRFE, 2) RINBINATESH— 3) EEKRFE, 4) HILX
F. 5) RRERERIKRE, 6) KIRAF. 7) EERKXFE

1S2-2 BEDMICKDEE UHFRA > XY > DR T F R NERP-4
16:02 ~ 16:35 A novel insulinotropic peptide named NERP-4 identified by mass
spectrometry analysis
O & eV
1) RKBRKZETA7770> MAKE> S —

1S2-3 IxILF—REiZzE1HT DHEANMERRRRRTF RERTFORE
16:35 ~ 16:57 Novel peptides secreted into the intestinal lumen regulate host
energy metabolism
O =@ =l
1) ERIERESRIATR > Y — RIEAZY IRt 5 —



1S2-4 I>REUZOEEMNSE MNELFEEFT
16:57 ~ 17:30 From the discovery of endothelin to human genetic disorders
O ER g1
1) HRARZET7AY h=THEatE>5—. 2) EBAKXZERREHEFMT
HAB
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6 H 27 H (KBEH) Jun 27 (Thu)

9:40 ~ 11:20 E2 =5

U

>RSI A 3 / Symposium 3

B5 - B - (280

R WA L GETEKF)

2S3-1(P89-C) PI{EIE 3 U B RNA X L R DEIBHAE & T DIRHE ICE S B
9:40 ~ 10:00 Mechanisms for avoidance of endogenous 3-phosphate RNA stress
and anemia caused by its disruption
O BfE FED. 0K afte D
1) BEEXRFEFE D FRIRFIEHZF

2S3-2 FAT7ES RISV O T 7 > BMOFHRFAEIEDRRA
10:00 ~ 10:20 Novel Pathogenesis of Diamond-Blackfan Anemia Explored Through
Regulation of Proteostasis
Wl Et D, 5% FRR Y, B sxRT D, s ED, mE |, B
BoEY. O &F kR
1) REBKRZF iPS HRSFAFTAIAR R A dn il F BRERFT

2S3-3(P90-A) HERRICDENEEZEIER DI=bDRTF)L-tRNA #&HEDRIFE
10:20 ~ 10:40 Development of a method to detect peptidyl-tRNA intermediates
that reflect the dynamics of protein synthesis.
O F3 2 D, Wl w7 Y, g &F 2, @O 5D
1) RRIZEKRF, 2) MILKF

2S3-4 9> )\UE N KRimDEHRMEN S > )\ TBHREIC S5 X DR EDfEA
10:40 ~ 11:00 Impact of protein N-terminus variability on protein function
O B8 & V. A+ R D, s mEm Y, A M Y

1) FIRAFAFHREEFRSHATR



2S3-5(P88-B) ¥ OFA— ADHENRISERART
11:00 ~ 11:20 Analysis of the co-translational modifications of nascent proteome
O 58 &&Y
1) LA EmERFERT TS 5—
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6 H 27 H (KBEH) Jun 27 (Thu)

9:40 ~ 11:20 £ 3 %%

U

SRS DI A 4 / Symposium 4

254-1(P80-C) A /\UBEEBETILZAWZS >/ UEHFDAFET R
9:40 ~ 9:52 Protein lifetime prediction by protein language models
O #ll 22, @F 362, Mg 2D &8E &1
1) REPRFRFRELHAFTR, 2) ERERE - R - REWFFR

254-2(P60-A) ZOF AL J LAFRFTMEASMC UTeARERSR RO F AR (CAET D
9:52 ~ 10:04 DFEVFRIRFE
Proteogenomic analysis reveals the molecular features associated
with poor prognosis in myxoid liposarcoma
O & 2V N ED, T BET Y. #sn 889 WT =7
. MR BEE O, BT BN, I A RN BE Y, M\ -
9 mm &z Y, 1| =Y
1) HAHR - CPM &z - JOF A Gr. 2) KX - &, 3) WA - BA
fwbe - EiREREART. 4) ERRESRK - M&D 7—98F 1, 5) WA -
BHRRPT - FRIEEE. 6) ERREMRAK - BESEL 7) NAM - BT - 2
AL 8) MYAMR - BATIRT - D FAENRIET O T U b, 9) B - #i%E
18 - A5« DJVIEERESS. 10) BK - 3B - AMRIFE, 11) B - LaER
FHRRL

2S4-3(P72-A) Lauryl maltose neopentyl glycol Z{EH U =& A aiLiEE DR F
10:05 ~ 10:17 Development of low-input sample preparation method using lauryl
maltose neopentyl glycol
O 8 =Y. Al [, e K@Y, &=F mn Y R s,
N Y



254-4(P69-A)
10:17 ~ 10:29

254-5(P61-B)
10:30 ~ 10:42

254-6(P63-A)
10:42 ~ 10:54

254-7(P67-B)
10:55 ~ 11:07

254-8(P73-B)
11:08 ~ 11:20

1) /'3 DNA FRZFR

TOF A — LB (C K DR IEEBREROFIRZI < —H—DER
Search for novel diagnostic markers of chronic kidney disease in cats
using proteome analysis

O &k BRY. fil EAD, hEF £, &)l —xV

1) M RZF &L - RIBRIFEACFARE. 2) AiHEERER. 3) Jb
BAFEFIERETOTAZIIOR 5 —

SHENABEB TN R T MRS >/ OBDHEFENREE
Comprehensive profiling of autoantibody-antigen complexes in
patients with ovarian cancer

O Ak £ 12, #2AK EXER Y, B =7 ME B Y. IS 83
N FE Y

1) BERIENARZEZIERRIEFLBE, 2) SMENATEI—7
FEM RS AL —23FILVY—FRE. 3) BEERIERKFEFSE
BB AR, 4) IEBEXRFIRFEYIRF R A dpt) RS

NIPAL (CBIFD N Kk T OFT A T A — LDBERERIART
Functional analysis of NIPA1 N-terminal proteoforms

O A+ 2D, BT 5V, mx HeY

1) B RFRFZRERFHBESMFER AT XEMFEDET

HEYMEER DTV F A S 77 R— NOEYIHIRARNS > I\ OBZRET D
JzbDT AT A =0 X fFf
Proteomics analysis for target identification for

O HAE &N 2, siA T, i =7 Y, =i EE Y EE gA
DOKTF #8119, /E &2

1) BEHEKX - ITbM, 2) JST - =A%+, 3) BfEX - BT, 4) &&E
X -3, 5) BAfEFERA - BT

FHlREE FFPE RAZIEA U T O A — LB : iMEBRECHT
DN FHIBORERETFERTR/ A AT —D—DRF

Comprehensive Proteomic Analysis of HCC FFPE Samples: Unveiling



Molecular Mechanisms and Prognostic Biomarkers of Postoperative
Recurrence

O ZiE MY, BO B Y. EaK —#7), 8% =88 AW M
B @R EE Y, A Y

1) ERINARR > S -5 BONNAMRKRDEF. 2) B)IERKZF
SBIFERE  ATRERR - BAEARIZDEF. 3) AL KRR XTFRZOX
AFRER. 4) BIIERKFR RIEER, 5) BRAKRFRFE P LantlFAR
B MEMERFEDE
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14:40 ~ 16:20 E£2 =15

SURSIALS / Symposium 5

AIETOTA=ZOX

PR B F (ESREE - 2R - REWEHR)
Ao B (HI=XHEKA=D)

2S5-1 HHRIZE(CHITD Proteomics FAFTDIBIT
14:40 ~ 15:05 Introduction of proteomic activities at Chugai Pharmaceutical
O i #3BxD. BF X3 V. @ B, S8 £E Y, g S
DA A D BT AED, BE 870
1) PHRERST N\ AOS—EBAFTE. 2) PHERIFEHRITFR
BIEEEERFLAiMT 3 &P

2S5-2(P91-B) #hFEAIHZNET D ATHEEDRHFE - FFFRMEAMIRHEERRIRBIRUNEE L BIZ
15:05 ~ 15:30 ZENERFEDBE -
Artificial Intelligence to Accelerate New Drug Discovery
O HAE ZAY
1) RIRRFARFZREZRAFTR  1FREE - REART

2S5-3 Human Biofluid @7 OF A — A5/ w LK & ERAVERRI(C IS 1T DR
15:30 ~ 15:55 Human Biology Dz
Expanding Proteome Coverage of Human Biofluid and Exploring
Novel Human Biology in Dementia
O #a e, FaAk —m Y. &M MeF Y. BT Bk Y
1) I—H14tatt T X/N\U-0>TMUF—232T7>

73>

2S5-4 U EAtTOTA—LABERZAVZBENACH T IRIE7TO—F

15:55 ~ 16:20 Phosphoproteomic subtyping of gastric cancer reveals dynamic



transformation with chemotherapy and guides targeted cancer
therapy.

O By 2V, E8 LAY, £ F012 BE Bk B AE
VOB MR Y. AE B Y, [ Y 188 BRE D, RE MET
L3 &R #E2, IVE I8 Y. A —x . kO E7 17, #E &
D) &2 2. e 2. 4 mdn 2©

1) EERER - 2R - REWFRFR. 2) EIAAMRR TS5 —PIyHEDE.
3) RBRKZF. 4) REBKRFE. 5) HRERKFE, 6) RRKF
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14:40 ~ 16:20 £ 315

SRS L 6 / Symposium 6

NS AAZDOX

PR INSF BB (EEXF)
A 5RE (BRTHIIATE)

2S6-1 Y IRARE S > XA Z U X (C KD FHIEEEEDRIHRAL
14:40 ~ 15:05 Trans-omic analysis illustrates regulatory mechanisms across omic
layers in murine liver
O Mg EEF Y, mEE £F V. Wwh =2/ Y, FAE Fin . wE
e 2. Al H— Y A4RA BT Y
1) K - £EH. 2) FRAK - bEsk

2S6-2 RIFM - ZEBMNTOTAZ T R(CLD EGFR ST FILZHREDDF AT
15:05 ~ 15:30 XLDfE8A

Time-resolved multi-layered proteomics to decipher molecular
mechanisms of EGFR signaling diversity.

O IO 83k Y2, Emdal Kristina?., Ye Zilu®. Guzman Ulises?,
Mueller-Dott Sophia®., Olsen Jesper?

1) ERAF FEWRIERMATR T Y —. 2) ORI\ =T2KRFE 3)
INATILNIVIKZFE

2S6-3 fRAFEMT ) LR (C K DITRRRBER T DEE & FAERAERRR
15:30 ~ 15:55 Novel disease gene identification and elucidation of pathomechanism
by comprehensive genome analysis
O =% ®&F Y
1) EZEREREMFE T 5 —

2S6-4 EREREMROMECHITITESIRT 1 IX



15:55 ~ 16:20 Epigenetics in differentiation of mononuclear phagocytes
O #El =Y, B gz
1) EMIIARFRFE R EFARRRES



S NN

6 A 28 H (&£BH) Jun 28 (Fri)

10:40 ~ 12:00 E2 =15

SRS 7 / Symposium 7

RIS
BE  EL R EGHRINEERTSS-)
HEFE 2R (DASMESEASAMRS

3S7-1 SREIJOFA—LEhZBVWNERMEROMETOI 71U >0 &
10:40 ~ 11:00 =ZEDERKRIGA
Serum profiling and clinical applications of rare childhood diseases
using in-depth proteomic analysis.
O i 1wes
1) FEXRFRFREFZHAFE \BREF

3S7-2 ETOF7A—LBNC K DEEEOHIR A AN — 1 —DERMAFR
11:00 ~ 11:20 New stool biomarker proteins for pancreatic cancer by the proteomic
analysis
O xR F##Y. I8 #H" 2, €M —;|Y
1) BILKRFE H£Z=AWRL 2) NTEDNAMARKA ICATOFAZOX
%

3S7-3 UZHILTOFTAZOZAMEL N ARFTDIEERE
11:20 ~ 11:40 Clinical proteomics opens up a new avenue of cancer research
O Bma %+
1) BHENATLES— DFERT TR DE. 2) REERFARFEREF
RIAFERL SIS ARZHTE

3S7-4 TJOFAY ) ZORFERCK DN AR - SAESEADRF
11:40 ~ 12:00 Proteogenomics Analysis for Cancer Diagnosis and Therapy
O tEm =/ Y



1) DBPEEANDNARARR NATL S a3 Y ERIRFRTE 5 —



S NN

6 A 28 H (&£BH) Jun 28 (Fri)

10:40 ~ 12:00 &35

SRS L 8 / Symposium 8

F—SFHAIT>X

PR T E (JEEXF)
Il 3=t JuNIEXRF)

3S8-1 AIRMEBEET(CHITZAFERTI XA RO SO AT — I DRE
10:40 ~ 11:00 Integration of Cross-Study Metabolomics Data for Creative

Reanalysis
O Bl wEn b2 A b5 3 515 »=F Y. LA @2, 8H
Fx 10

1) BEEFRRAMREERRFMR TS5 — A5RO— ABRAFTF—
A 2) AWNIEKRT BRIFE. 3) BERZARFSIREGRIFZHATN.
4) BERZARFARFR BER - X7« V%KM BITJOJSLEK, 5) &
A—X> - AFRO—A - F0/02—X, 6) BEIZFHARKRR

3S8-2 HAAI/R— MAFRZER UZIMRONILF A= D RAEMICKDEESRIE
11:00 ~ 11:20 JRFAEHIBDRZA

Elucidation of the pathogenic mechanism of lifestyle-related diseases
by multi-omics analysis of blood samples using a Japanese cohort
study.

O ht5 E3h Y. A8 B Y. BUR B0E Y. LA ©# 2. NR ER3
A @A 7Y, HE ERT

1) BEERFAFER EFRMATER EHSBRERERTFBRE. 2)
ABRKRE EFE ELFHEE . 3) BHHTFRFE ABBIES . 4)
ABRKRFE EFE . 5) BRERKTE EFH RIETFHEFERE

3S8-3 FEIBEFHID NS AAZIURX
11:20 ~ 11:40 Trans-omics for pharmacological actions
O #A =z Y. 188 32, ful E— b



1) I(EZFIAFAT EEMFAR L Y- 2) iBKF EEFR

3S8-4 AlphaFold T2 FHEMHEER
11:40 ~ 12:00 Exploring Molecular Interactions with AlphaFold
O AL b
1) BRI EXRT BHRETFF
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6 A 28 H (&£BH) Jun 28 (Fri)

15:20 ~ 17:20 £24£15

SRS 9 / Symposium 9
B INDEDHE

R A B (RERAFERFHATF)
HHE R (RRERKF)

3S9-1 S /\UBHFmFRESTDITOTAZITXEN
15:20 ~ 15:40 Proteomics for protein lifetime research
O g =1
1) RRAZERZHARKHR

3S9-2 pSILAC ZRAVVZHIREZLICH 1D TOF7 7Y — ADROEE S1&EIDRE
15:40 ~ 16:05 HA
Elucidating the role of proteasomal degradation in cellular
senescence using pSILAC
O #m@ gt
1) BMRRFRFHEEFZRAFTHR

359-3 Y )\ UBEMOEE LMELE
16:05 ~ 16:30 Alteration of protein lifetime in vascular stenosis
O HF AN Y
1) BIIRZEFE

3S9-4 R—RABDBE TR SIS "p62 body” DIFARIERKAL > DEIE & ETDIEIRH
16:30 ~ 16:55 A—hIJ7Z—(CXDDHDEEDEHHA
Identification of a novel component of phase-separated p62 body
and elucidation of the significance of its degradation by selective
autophagy
O &F =RY



1) JUNKZFRZBREAATEEARLREF D EF

359-5 &MY\ OBENFHEEIESIEFF> 0— ROARA
16:55 ~ 17:20 The ubiquitin code mediating targeted protein degradation
O Afr s
1) EERKXZTInA BRI ZHAIAR
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6 A 28 H (&£BH) Jun 28 (Fri)

15:20 ~ 17:20 £3415

SR I A 10 / Symposium 10

JOFATA—A
fEE REx 58 (BEAS)

K BR (BEFEFRFER)

3S510-1 ZR;3TOFATA—LRIDENERECTDIEEE Y TFII> - T RIL
15:20 ~ 15:45 AO>7JOF7FA=ZOX
Deep Top-Down and Middle-Down Proteomics Enabled by
Multidimensional Proteoform Pre-Fractionation
O Hzx b

1) BEEXY

K

3S510-2
15:45 ~ 16:10

O 2R A&k V. BB ¥e 127 5@ w1 SR BERY
1) BEFHARMEGRENFRR TS —. 2) BERZAFEFMAR
Bl 3) ERMIIKRFERERTFANTTR

3S510-3(P95-C) TOFTAZUREERHRENZF
16:10 ~ 16:35 Proteomics and synthetic biology
O FEKk &7
1) ML AAUPT S EERI F R > 5 —

16:35 ~ 17:20 SO>RF=J)L

AR EhE. Eeh Mk, BK BR



SR

6 A 28 H (&£BH) Jun 28 (Fri)

15:20 ~ 17:20 £ 14515

aE‘E : FAOTOFAL ) ZOX

R 0O I (BZrAMRTRE>5—)
Al BRIBE (BN AMRERES5—)

3S2-1 NATOFALY ) ZURICLDERNCEEDER
15:20 ~ 15:50 Advancements in Personalized Medicine through Cancer
Proteogenomics
O mRE A Y, #kH 7Y
1) BKF - E -5 LEYF

3S2-2 AT ZEEB=S=0 - HEERFRFZR0IC
15:50 ~ 16:20 OEA &g b
1) ERKZE - ERAFZFXRFRITFRATR

3S2-3 EBMERARBEAR IV F—(CHBITDIHEY > /INTT7 L1 EEBDOEKE
16:20 ~ 16:50 CHEAM
Role and Utility of Reverse Phase Protein Array Platform in
Fundamental Innovative Oncology Core, National Cancer Center
Institute
O t#Em /FE Y
1) ERINAMRTRE> 5 — - BAFEFR - T O A — AfRTERRS

352-4(P92-C) KBMAMRIMRDF T —TE GBI SIEEZRIRL . ERIISEZTFANTD
16:50 ~ 17:20 Kinase activity profiling of colorectal cancer cell lines is
representative of tumors and predicts drug sensitivity
O B0 B Y, i mED. )\ /E D, S0 A 2. Eak —#
3, iAEE g Y
1) ERINARRE> S5 BANNAMRRDER. 2) IFRERIZINA



T Y—HFER BEBERDSATIVIARDE. 3) IhRBIZNAATES 5 —H
TP BRI FRIOZADE



— R CISERR
15:40 ~ 17:22 #4515
—iCOZAFER 1 / Oral session 1

—ARAEERR(FE - 5F - (ZCHT)

NS HlF KRR (REPARF)
BE T (REEXF)

101-1(P66-A) SomaScan [CKDEARANFBECHSVTHEEDSHDMES >/ \OBDEER
15:40 ~ 15:50 Search for serum proteins with differential concentrations between
men and women in middle-aged and elderly Japanese using
SomaScan
O BUR 208D, A1E BV, WA 22, R ZE Y. #E 7k
D TR ERT Y. Bip 830
1) BEEARZEFEERMARERERERTBE,. 2) ABRKKFEFED
ECFEEE, 3) BHAHI (FRFZABMBIZLE. 4) ABKAKFEFES. 5) B
SBERKFEEFERIE T HESERE

101-2(P74-C) JOF AL =0 X7z R\ BIREIEE OMFUEBISI DRE
15:50 ~ 16:00 Proteogenomic analysis for clinical application in sarcomas
O &A@ FE M2, BiF #FF, HO KV, K FKEFE Y, &F fE
DohE -0 Bl EABY. KB B3 IH 'Y, A% 18P
1) B ARTRE S 5 —HRFFAHEDDNAMRERDE. 2) FEXRFXFK
EFARREANRZE, 3) ENARTE Y —HARAT O A — LT
BP9, 4) EINAMTR LSS —hiuRiagE EE )/ \EUF—>3 >8]

101-3(P79-B) &I OF 7 —TDUHAICKDBIENRY > I\ OBEBERLIRLIEDRF
16:00 ~ 16:10 Comprehensive detection of protein conformational changes by
parallel use of multiple protease
O # &Y. I amY, &8 &2

1) REBRFARFRFEAATR, 2) EREE - 2R - REMKFR

101-4(P81-A) Surfaceome FRtFZER & U EEGEZRN D FDEE

16:10 ~ 16:18 Surfaceome analysis uncovered novel therapeutic targets for kidney



101-5(P82-B)
16:18 ~ 16:26

101-6(P83-C)
16:26 ~ 16:34

101-7(P84-A)
16:34 ~ 16:42

101-8
16:42 ~ 16:50

renal cell carcinoma

O & FUZ D, Ik £, A2k R Y, gk g Y, B0 %
2, FEE mg Y

1) EEBRIUENKFEFIEWRIEF. 2) BMENATL>Y—DFZ
WS> XL —2 3 FILVS—FNE, 3) BERIERKFEFEPMIKER

Nk

BRDEREHTEDONIZT —HDERY MDD —DfET
Integrated network analysis of data obtained under different
experimental conditions

O fElg B 2, A% 51

1) dEBXRZF FREKITFER, 2) dLBEXRZF HFER 3) 1Bk - AT LR
B SAOYA I AMET —IR—-I 25—

N-terminomics & KMEIRRIFH 7T 0 —F (C K DIEH BRI FNER B DIR
i
Elucidation of the mechanism of non-AUG translation using N-
terminomics and bioinformatics

O B ESEp Y, A+iE 34 V. & Y. A e Y

1) B RFRFEREREFBESHATFR

FRIZETHARR (81T D EMERFI B DR EA
Understanding the Translational Regulation in Neural Stem Cells

O A& {68 D, A Fxx 2, #&0@ =D Iwk pF v

1) RRARZERFZRFTARS >\ OBREHEDEF. 2) RRAZERZF
fAFTF RNA S5 27

OOV OBEDITECKDIBRPICHITDE MIE7ILIT > DFE
FRICDEEAT
Analysis the conformational state of human serum albumin in
solution by cross-linking mass spectrometry

O B &A1Y, BE & D, FAE BHK D, 88 =R 83 K
— U =21 hEF g8

1) EBRFARFFIEFHARR. 2) LBAFBZEMBRETOT A



101-9(P85-B)
16:50 ~ 16:58

101-10
16:58 ~ 17:06

101-11(P86-C)
17:06 ~ 17:14

101-12(P87-A)
17:14 ~ 17:22

DAL>2H—

Library-free search ZRU\Z UREZHE, KU, <> O—EHMEY) TUIEL
J= Raw264.7 flifADEE T OF A = U X7 — 5 OBEFT
Reanalysis of quantitative proteomic data of Raw264.7 cells treated
with lipopolysaccharide and mango leaf extract using library-free
search

O =ZB P, 130 =52, 1R B# Y. 4% =8, kI RE

1,2)

1) EEXRFREMTIFER, 2) EEAFEVETFEEGFLFH

GeLC-MS/MS JA(C KD EMARAST > )\ OB DYINPIREEDEZE/ET(CMIVT /2R
=
Establishment of a method for quantitative analysis of the cleavage
state of proteins by GeLC-MS/MS.

O Bl K1Y, =A%t D, BEE BFK D, 8P REF Y, i =
L2\ 512

1) JEBXRFARFRBZFMFR, 2) EBEXFEFERBERRTOT A=
DAEZ>H—

M ABHERBARHIRE DIR Y > )\ OBZ IR E U T OF A — LBITIC L DH
MU~ —Hh—DFRER
Exploration of novel diagnostic markers by proteome analysis
targeting cytoplasmic membrane proteins of cancer stem cell-like
cells

O Bk SR Y. 152 A 127, s B2& 1299 h\F g8, HE
2, =& £°, Rig 2120

1) EBRFARFREFERAFTRCRERRIESY, 2) tBEXFEREGE
FEERARRATF. 3) EBEAXFERBEFEMBERLEER - MR Y1 7

. 4) EBXRFEFHMBERETIOTAZ OIS —. 5) LEX

7
FEFEIRIEF

Mock community &bE h—AZBWZXSTOF7 A — LB

Metaproteome analysis using mock community and human data



O B8R BAM). & | IF 882 A% £
1) JEBAF FRIFE, 2) LBAF BFE. 3) EILEGEFHIA.
4) 18R - SATLWFHE S TH1 IO RRAT —IR-IAE> 5~



—A% SRR

6 H 27 H (KBEH) Jun 27 (Thu)

9:40 ~ 11:18 £4 =15

—A%OgAFETR 2 / Oral session 2

—fix[IBRFER

L3 PaER fGfE— (KREAXF)
AH E8 (tEEXF)

202-1(P49-B) AT OF A =D R FFUEERDERMNT
9:40 ~ 9:54 Extended Proteomics in the case of new post-translational
modification
At EEY, O = B Y
1) BEFHARA REEFRRFHR TS5 —

202-2(P53-C) WILFE—HF)UEHA = U X2 EME U ez O 45 - TR 72 AAV ¥EEH
9:54 ~ 10:08 ({EZEmEEMT
Differential glycan analyses of AAVs among 6 serotypes using
multimodal glycan omics technologies
O AF =Y, WO #F 2, BH @AY, &R =7, Rk 3584
D WS 529, BR £F Y. %5 B2, 20 BR? 0T FE
2 IR BN Y, BE B4 Y R MRS ZM 3. K ER
D ffes BE Y. R w2 maE BE ). xF a7 Al &2
1) EERINHEESAFTATHE D FTFMAFEREF. 2) RRAFARFERTF
MIRBL 3) T3> - SRFA-HAIVX (KR). 4) (BR) 1—X
4. 5) (¥R) 34407 0=H. 6) LaEXFVEHEEMD VAR
Fr. 7) BIBERKRZEFS

202-3(P54-A) #EIER LOWEEES > ) \(UEBZ L #IlL NIV TRFEH I DI TILF I L
10:08 ~ 10:22 YIRZEA X—2 08 (Lectin-IMC) DBEFE
Lectin-assisted imaging mass cytometry: single-cell-level bilateral
imaging of proteins and glycans for spatial analysis of protein
glycosylations
O Ea &Y. 18X #F Y. Boottanun Patcharaporn®), A& 2V



202-4(P50-C)
10:22 ~ 10:36

202-5(P55-B)
10:36 ~ 10:50

202-6(P56-C)
10:50 ~ 11:04

202-7(P57-A)
11:04 ~ 11:18

1) EEBAMHESAIPT MR F L FAMAFTEir]

TOFAZOREAGROZVRC KL DEEFREIEODIENIERR DI D
HHF
Comprehensive Lipidomics and Proteomics Analysis of mesothelioma
cell line

O hoim EF7 Y. £ D, £ gex Y. =t B Y

1) BEHEXRZF ITbM. 2) BHMENAL> ST

NABREORERAPZBIEUIZXAY/RO—LA - TOFA— LAOBERHT
Integrated analysis of metabolome and proteome to elucidate the
pathophysiology of cancer cachexia.

O =i B2, NB EY, 8% BE’. 5K FgY

1) BAMBNRATSY—HARKFF NARREBREIRZ DT, 2) REEXRF
ITbM. 3) BERZARFSimAanHIFZAITFR

SPEEBAHERERE D EBP50/MYHO &K (3 L R I EE SR A (C K DHUEISR/E
FAEUTHRET D
Interaction between membranous EBP50 and myosin 9 as a
favorable prognostic factor in ovarian clear cell carcinoma

O MK g3 Y, dll FH2, #F B2, B8 £ I\FE BEF
2 B =0 N BBY =R E?

1) EBRZEFRFHEFZERIET. 2) tBEXRFEFERIEF. 3) ihd=
DNA FRSEFRS ) ABEMEESS. 4) tBERFEBEFHMEER IO A=Y
At>5—

SWATH Micro App &KU DIA-NN VI hJ 1 7ZFVZER 1&{K DIA
T — 5 DFETFERDLEE
Comparison of urine DIA proteomic data analyzed by SWATH Micro
Application and DIA-NN software

O meF &g, 1A BF Y. A #FEB Y. Elguoshy Amr V. 1iA
12 12)

1) FIRARFERRW A AN—D—1>F5—. 2) EXEERRERRER






—A% SRR

6 H 27 H (KBEH) Jun 27 (Thu)

14:40 ~ 16:12 £ 415

—i%OgAFIR 3 / Oral session 3

—RxBRRR(EF)

)l =R (B ERmBmEERTTR
ZIl BE (EZfERasmAETE> 5 —)

BE

203-1(P48-A) AIHEFFEBFMMRADY > LT O7 A =0 X C KD MEHEEE AR
14:40 ~ 14:54 "4HEFDEREA
Elucidating the mechanism of neoadjuvant chemotherapy resistance
by clinical phosphoproteomics of colorectal cancer liver metastasis
O Fm WK1, #FE BY, Ba mxED. 58 FF Y. T #A
DRI BRAY, S8 7. BE EN Y. VB 8 Y. Bz E Y
1) ENIAARRAFREAEREE - 2R - REMAFRF. 2) REARFARF b
EFHAFRER SHEESNEL 3) BAMEIRRKEE SEIEESEL 4) FaiEM
bt SRl 5) REBARFAFZREFHRR AIRIOTAZIXDE

203-2(P52-B) JOFAZJRICKDHFMKRFBIEIES )/ A A —H—DER Az B
14:54 ~ 15:08 U\JZBITERODIKEE

Proteomics based search for novel urinary kidney injury biomarkers
and validation of antibody based assay system

O #E BB Y, A BF Y, Elguoshy Amr?), MzF &Y, bk
FEF 2, NFE EKRD WA g

1) TR RFZERRINAAN—D—> 55— 2) RIRMIIHBEEREZ>

—BliESmnERR. 3) EXEREERRRER

203-3(P51-A) #MIE(LCHITIRAY > ) I BEREDR S
15:08 ~ 15:22 Proteomics and genomics analysis of chromatin dynamics during
cellular senescence
O KM E&% Y. &% 2D, kb, 8 g, a g
PPRI fe— 1%
1) tBEXRY ECFREIEAF. 2) BEXRY FTiRBERFHATR.



203-4(P71-C)
15:22 ~ 15:32

203-5(P75-A)
15:32 ~ 15:42

203-6(P76-B)
15:42 ~ 15:52

203-7(P78-A)
15:52 ~ 16:02

203-8
16:02 ~ 16:12

3) Institute of Molecular Biology, University of Oregon

Pharmacoproteomics (C K DPUREDAREART | RERREREDERER
ENA AR R Z AUV ZERIRZ MR S EE 01T
Pharmacoproteomics for sarcoma treatment development: drug
sensitivity testing and mass spectrometry using alveolar soft part
sarcoma cell lines

O Al BIBE D, S A2 MR Az, F gD, 5@ &

D fEak —#7, B w59, b gy

1) ERINAMRTRE> 5 -5 BODNARRDE. 2) IhREIINAM
RE>Y—BEBRRNAETIVIARDE. 3) HARRINATSI—EENR
TFREZOAMAKRDE. 4) ERINAMRKR LSRRI O A — LfF T
=il !

FENEE(CHTSD EBPS0 RIREEDEEA

Role of EBP50 expression in endometrial carcinoma
O #H BFY. B&E gt N\FE BF Y. B =) =& Y
1) dEBXFE - EFEP - RIEF

15N REHEHEZ AW T O7 1 >R T 7 5 — T OEERER
Quantitative phosphoproteomic analysis of plant protein
phosphatase using 15N-metabolic Iabeling

O AXR #HED. 2@ BEED. FAE 25D, 0 2=l

1) &EEXF

A 10,000 BAKBIE (CEFTEBHRT S > A > T OF A O ADEE{E
One-minute LC/MS/MS for 10,000 samples per week proteomics
O =M #E Y, EF =AY & ®=ED. I A% ) BE &

1,2)

1) REPARFARFRRFMAFTRL 2) EEEE - KR - REHAKH

FREIRENENRT F FMERZBE U D AE#ZERICUIERTF R —
YN

Peptidomics analysis of mouse tissues for the discovery of novel



bioactive peptides

O =@ &Y, )il 'Y, B e D, wE w0 i 200
F 510

1) EBERFXRFREFAFTRL, 2) EBXRFEFES. 3) tEXFIEFE
MEERETOF7AZORE 45—
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6 A 28 H (&£BH) Jun 28 (Fri)

10:40 ~ 12:00 &4 =15

—%&OFAFEER 4 / Oral session 4

—AgABRRER(FE - &F)

R IR REE (R AT)
=i BE (REEXF)

304-1(P58-B) YR ES e >J)L00=-—JOF AU
10:40 ~ 10:50 Proteomics of a single colony of mouse ES cells
O HhE L&D, 1E%F Y. WK KRV
1) BRZERFERS AT LAECFDE

304-2(P59-C) 7IVH BREREDR-BEFAZTRET DY /I\IBDOER
10:50 ~ 11:00 Study of proteins that determine the red-blue color tone of shell
nacreous layer of pearl oyster.
O Kl BN Y, B HxE 2, $BR K2, sk B Y
1) RRARFARFREZEGRFMARER. 2) RRAFEEEHRIFEHRFR
Fi

304-3(P62-C) TMAMEES Y MEFTILZBUVZHRBBE LMK 1 A — D — DRI
11:00 ~ 11:10 =R
Expression Mechanism of a Novel Biomarker for Interstitial Lung
Disease in a Rat Model of Acute Lung Injury
O &M BV, BF @man ), /R shE Y. 28 Bt Y. I Ax
FU, =@ B Y. ERCAAE) BREY, ) &R Y
1) EVZERRBmEEMAITFR

304-4(P64-B) A )\ UBRIKAMERENFCLDYIOOT7—aMECH 3 TO7AY
11:10 ~ 11:20 = RHIfHHEAEDARER
Large-scale analysis of protein termini for elucidating the regulatory

mechanism of proteolysis in macrophage differentiation.



304-5(P65-C)
11:20 ~ 11:30

304-6(P68-C)
11:30 ~ 11:40

304-7(P70-B)
11:40 ~ 11:50

O B= £ BA mt 2. a0 832 Ik AR 58 £
1) REPAFIPE, 2) FEATAFZRELTRR, 3) EREME - 62
B - SRETIEAR

R THRAEIRE 1 S L7 FVVZ BB (C K D MEHED FERURTF
R
Enrichment of low molecular weight polypeptides in serum by solid
phase extraction using sponge-like polymer columns

O 18R A=Y, Z@ 836 Y. V2 AR, &F ®E 1Y, B8 &

1,2)

1) RERFARFRFEAATR, 2) EREE - 2R - REMRKFA

Stable Isotope Labeling by Amino acids in Cell culture 3% (C & 2 fEfzE
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Search for novel diagnostic markers of pancreatic ductal
adenocarcinoma using stable isotope labeling by amino acids in cell
culture
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Fundamental research system for sarcoma treatment: Ex vivo test
and multi-omics study using organoid

O 18A &6 2, BO B Y, AR 32E 10, 5@ FF ) 1E
HERE L), AR B, pNEE KE Y. B3R EER Y. b B, IF =
) A Y

1) ERINAMRR > 5 —RFFAGIDNAMRKRDE. 2) RREIARFKX
Fh BFWHFR. 3) ENINAMRTES Y—PREk SEmERERL 4) &
RAZFARFER BF4MBIZMIRRL 5) ERINAMFRES 5 —F 5wkt &
HEEER - U\EUT—23> 8 6) RRAFARFER ERFMRR O
PREREREAMEL. 7) FEAFAFEREFHARE BRZAREIE, 8) MIIIERIK
FARFB SMIFERE AR - BAESRIFEDEF



304-8(P77-C) JOFAZVRAEEFIROYU -0 %M Ui IRHEEME [ B2 (NF1)
11:50 ~ 12:00 FEEOHFERNEZENDORETE

Identification of the specific target in the Neurofibromatosis Type I
(NF1) tumors by combined analysis with proteomics and drug
screening.
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[ Quantitative proteomics using paraffin sections: how to achieve efficient

protein extraction |
OYasuo Uchida!’, ONobuhide Tsurumaki?’
1) Department of molecular systems pharmaceutics, Graduate School of Biomedic

al and Health Sciences, Hiroshima University, 2) Leica Microsystems K.K.

Short Abstract: Paraffin tissue sections are useful specimens for the analysis of path

ological molecular mechanisms and biomarker studies. However, formalin cross-linking
in paraffin sections is a major impediment to protein extraction and solubilization fro

m the sections and has been a barrier to proteomics analysis. We have developed an

effective protein extraction method that combines ultrahigh pressure, high temperature

and powerful solubilisers. The comprehensive protein expression profiles quantified usi
ng paraffin sections very well reflect those in vivo. In this presentation, quantitative p
roteomics techniques using paraffin sections and examples of their implementation will
be presented. Additionally, the latest technologies of Laser Microdissection “Leica LM
D6/LMD7” will be presented.

Keywords: Protein extraction, Pressure cycling technology, Laser microdi

ssection, Paraffin section, Molecular mechanism
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Examples of 4D-Proteomics with the latest timsTOF series

(O Taiga Arai"
1) Bruker Japan K.K.

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
a 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 information on timsTOF series and related application software and introduce

example of 4D-proteomics.
Keywords: TIMS, 4D-Proteomics, PASEF, Bruker ProteoScape™
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AFXvECY T4 TONHEDRAIREL 70 ) £, TIMS DR
i KIRICHG >3 MS/MS MIE T % Parallel Accumulation
SErial Fragmentation (PASEF) 13, vav rH vy 7usi 3
7 ZAME T B W CTERETH 5 Hor e - ML - mf MS/MS
AT T 2MEFETT, £ oG HE LA <.
DDA f##it o &7z &3 DIA < PRM fi##T1C & B IGFTRET 3,
72, WEHRO T — 2B WD, GPU Z2iGHL7ZY 7
WRALT —RR—=2AWBET 7 v 74— L TH2% Bruker
ProteoScape™# F\» % Z & ©, MK T T2 L [AFICT —
RR—ARBER D L AREE & ) 5,

KeIF—Tld, AAVvELITAZEMLEZT 0T A =L EDAY v+, timsTOF
HT * timsTOF Ultra 72 & timsTOF & ) =X &34 9 % Y 7 b v = 7 O RFHEAIC N 2 T,
timsTOF Ultra iIC X 2 ¥ v 7 e A 2 G UEY v 7V lllE s &, EEEOMEN 2 ZHin
BLET,

-Bruker Confidential-



[SvFavEI+—3])

XRit{XZB¥tE ! : Orbitrap Astral EES e &2 ERA L =R %R 7

AF# I 7 XWERD ZBN
O FEg kD

1) ¥—F 74 v v —H AT VT 4 74 v 7St

To the next generation: Leveraging Orbitrap Astral mass spectrometer
for cutting-edge proteomics research and analysis.

O Shio Watanabe "

1) Thermo Fisher Scientific K.K

Short Abstract: Orbitrap Astral was launched at ASMS 2023 as an innovative instrument

designed to overcome the bottleneck in proteomics research. In this seminar, we will

introduce the potential of Orbitrap Astral through various applications and case studies.
Keywords: Orbitrap, Astral, Data-Independent Acquisition (DIA), High Throughput
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(Asymmetric Track Lossless) 7 + 7 4 ¥ — % flhGbd b 2 Lic k> T, 2T Tk I
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Astral Analyzer

Fig.1 Schematic of the Orbitrap Astral mass spectrometer
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Novel on Chip column with emitter containing post column inlet for

proteomics and Latest EVOSEP technology
OYasuhiko Bando!’
1) AMR,Inc.

Short Abstract: Silicon-based, plug-and-play, nanoflow MEA chip monoli

thically integrates an LC column, an ESI emitter, and a post-column inle
t (PCI). Employing silicon-based monolithic fabrication allows for seamle
ss zero dead volume connections necessary for sample-limited proteomic

studies. we demonstrate that MEA chips achieve performance in small-vo
lume bottom-up proteomics.

EVOSEP gains popularity in high throughputness for clinical application

and high sensitivity analysis for single cell proteomics. We will introduc

e latest application in the fields.

Keywords: MEA CHIP, EVOSEP, High Throughput, Single Cell

Proteomics of small volumes of biological samples down to single cells has progressed rapidly. However,
the sensitivity and reproducibility of ultralow flow LC-MS for proteomics remains a challenge. We
introduce a silicon-based, plug-and-play, nanoflow MEA chip to directly address this challenge. Our
MEA chip monolithically integrates an LC column, an ESI emitter, and a post-column inlet (PCI).
Employing silicon-based monolithic fabrication allows for seamless zero dead volume connections
necessary for sample-limited proteomic studies. Herein, we demonstrate that MEA chips achieve
performance in small-volume bottom-up proteomics on a par with the top commercial columns while
introducing novel functionalities that are not feasible with the current nanoflow LC column technologies.
It expands the capabilities of LC-MS and opens the door to new and exciting advancements in proteomics.
EVOSEP gains popularity since it introduced in Proteomics society. Mainstream are not only high throughput
application for clinical fields but high sensitivity for single cell proteomics. Latest application will

be introduced.
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Introduction of Covaris Adaptive Focused Acoustic Technology
ORyutaro Nakamura®’
1) M&S Instruments Inc.

Short Abstract: Introduction of Covaris AFA technology and its benefit

for variety of sample preparation.

Keywords: Covaris, AFA, Sample Preparation
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Potential of proteomics using FFPE archive in cancer research
Tadashi Kondo
Division of Rare Cancer Research, National Cancer Center

Proteomics has a great potential in the cancer research, providing unique opportunities to the researchers
for biomarker development and target discovery. The use of FFPE archives can provide unique opportu
nities to the researchers. I will discuss the utility of FFPE archives for proteomics, and how it can rev

olutionize the cancer research,

Keywords: cancer research, FFPE. biomarker, therapeutic target
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Utilizing Electron Activated Dissociation in Proteomics LC/MS
OKosuke Ogata" - Yuto Taniguchi? - Takeshi Shibata® + Yasushi Ishihama!'®
1) Graduate School of Pharmaceutical Sciences, Kyoto University

2) K.K. AB SCIEX

3) National Institutes of Biomedical Innovation, Health and Nutrition

Short Abstract: In this study, we evaluated peptide fragmentation using electron activ

ated dissociation (EAD) to enhance the identification efficiency of peptides. Through t
he analysis, we identified 1124 N-terminal peptides using conventional collision induce
d dissociation (CID) and 1084 N-terminal peptides using EAD. By comparing the iden
tification scores of 627 peptide ions with the same peptide sequence and precursor ch
arge, we found that the average score was 23.6 for CID and 73.5 for EAD, demonstr
ating the superiority of EAD.

Keywords: Proteomics, Fragmentation, LC/MS/MS, Electron activated dissociation
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From early discovery to clinical trials: Unlocking the power of dynamic

insights in human biology using SomaLogic technology
OTomoyuki Ueno !’
1) SomalLogic Field Application Scientist

Short Abstract: The SomaScan® Platform is a highly multiplexed, sensit

ive, and reproducible proteomic tool. We will introduce the core technolog
y of this cutting-edge tool and present various application examples using
the SOMAScan assay.

Keywords: proteomics, biomarker, multiplex, stratification, drug safety
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Enabling unbiased access to the Proteome using Seer Proteo
graph: Challenges Seer solves for biomarker discovery in bi
ofluids

Speker  : Markus Vossmann VP and GM APJ and EMEA (1)
Willy Pena Buttner Associate Director Sales Development APJ and EMEA
(1) JIE #hin (2) HeARzE— (3)
Seer,ink (1) %A 29 & DNARTZERT (2) MR Sttrd &7/ o
77/8Y—=X (3)

Keywords: Biomarkers, Seer, Proteome, Mass Spectrometry

Short Abstract:

The Proteograph™ Product suite, a technological advancement enabling deep plasma proteomics
are enabling high-resolution measurement of plasma proteoforms, which may reveal a rich source
of novel biomarkers previously concealed by other proteomics methods. Here, we present data on
plasma proteomes from non-small cell lung cancer subjects (NSCLC) and controls identifying
NSCLC-associated protein isoforms by examining differentially abundant peptides as a proxy for
isoform-specific exon usage. We find four proteins comprised of peptides with opposite patterns
of abundance between cancer and control subjects. One of these proteins, BMP1, has known
isoforms that can explain this differential pattern, for which the abundance of the NSCLC-
associated isoform increases with stage of NSCLC progression. The presence of cancer and
control associated isoforms suggests differential regulation of BMP1 isoforms. The identified
BMP1 isoforms have known functional difterences, which may reveal insights into mechanisms
impacting NSCLC disease progression. In Summary, the Proteograph™ workflow interrogates
the plasma proteome, providing a combination of scale, depth, and coverage, which enables the

discovery of novel biomarkers and development of improved classification models.
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Exploration of the actions of traditional Japanese Kampo medicine utilizing
human hepatocytes and shotgun proteomics
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Functional proteome analysis of a novel redox-responsive protein elF6
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Glycoproteomic approach for a signature associated with diabetic cognitive
impairment on the basis of a longitudinal cohort study
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KeyMolnet enables molecular network analysis of multi-omics data.
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Investigation of Extraction Methods toward Automated Human Plasma
Lipidomics
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Bioinformatics approach to N-terminomics analysis

O BR MY, 188 &Y, A MY

1) FBKRF

DIA FZAWZI2 50 b XRAFIZICHBITDRRY>/\o0TOI 74>
5

Profiling of tear fluid protein when wearing contact lens by DIA proteomics
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Identification of endogenous neoantigen species carrying the cancer driver
gene KRAS mutations by differential ion mobility mass spectrometry.
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Enhanced mucin production in three-dimensional pancreatic cancer cell
culture model
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Evaluation of the false discovery rate in library-free search by DIA-NN using
human in vitro proteome
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Co-fractionation-mass spectrometry (C KD "[RIAHN "T85 > )\ O BESHERDER
Exploring the potential ancestral protein complexes of the early-branching
animal, Nematostella vectensis, by Co-fractionation-mass spectrometry
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Mitochondrial proteomic alterations in the metabolic dysfunction-associated
steatotic liver disease
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Proteomic analysis of human pancreatic cancer cell lines in 2- and 3-
dimensional cell cultures
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Proteomic analysis of the monkey liver tissue affected by 4-hydroxynonenal
O & Aflia D, s m 2, /vwk B, HE BBF D R Bz Y

1) ZBERFAFREFRATR REDFEF. 2) DRAFXRFREZRAFTR
Fed 4 HE I AED =2



P16-B

P17-C

P18-A

P19-B

JPDM F—HF @YX DA I FT—S &ALz jJPOST 77— I BERFT DR

Accelerating data re-analysis in jPOST using metadata from JPDM data papers
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Investigation of Novel Cisplatin Resistance Factors in Non-Small Cell Lung
Cancer Cells using PCR array screening
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Glycosphingolipid-Binding Proteome Analysis by Affinity Purification-Mass
Spectrometry
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Elucidation of the regulatory mechanism of non-translated mRNA specific to
differentiated cells.
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Proteomic analysis in medical devices and the prospect
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Analysis of aspartic acid isomers produced by deamidation reaction of
antibody drug
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Construction of plasma proteomics platform for large-scale analysis and its
application to ovarian cancer biomarker discovery
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Analysis of Cell Surface Protein Complex by Proximity Labeling using Novel
Chemical Probes
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Reanalysis of quantitative proteomic data of Raw264.7 cells treated with
lipopolysaccharide and mango leaf extract using library-free search
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(101-12) Metaproteome analysis using mock community and human data
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(253-5) Analysis of the co-translational modifications of nascent proteome
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(253-1) Mechanisms for avoidance of endogenous 3-phosphate RNA stress and
anemia caused by its disruption
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Development of a method to detect peptidyl-tRNA intermediates that reflect
the dynamics of protein synthesis.
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Galectin-10 in serum extracellular vesicles reflects asthma pathophysiology
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activity profiling of colorectal cancer cell lines is representative of
tumors and predicts drug sensitivity
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Analysis of glycopeptides using ion mobility mass spectrometry
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Identification of unexplored small proteins of Escherichia coli
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Proteomics and synthetic biology
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Characterization of recombinant adeno-associated virus by direct mass

technology and hydrogen/deuterium exchange mass spectrometry
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MS/MS; A new tool for sensitive bottom-up proteomics
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Agilent Automation Solutions

AssayMAP Bravo

Microchromatography Platform
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S|4 A A O ©
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i 648 (W) x 438 (D) x 843 (H) mm
B8 52.1 kg
BR 100V — 240 V. 50 /60 Hz
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www.agilent.com/chem/jp
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Phos-tag™ Acrylamide NEE B (RmiZRR L/ )\ il CHEA)

AAL-107

(wako cat# 304-93521) 10mg Phos-tag/Acrylamide=1/1 ¥66,000
AAL-107M PO

(wako cat# 300-93523) 2mg Phos-tag/Acrylamide=1/1 ¥27,500
SmMMAKTER AAL-107S1 3mL Phos-tag/Acrylamide=1/1 ¥16,500

(wako cat# 304-93526)
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Mascot Server  zps~rrrEFIRERE

The leading software package for protein identification
and characterisation using mass spectrometry data O - —
MASCOTver.2. 7L HIZ
Mascot MIREENE SHEDR R

The client application for automating the Window11 ADOSTvY I L—RIZ
submission of data files to Mascot Server BEZLIZE,

HUIFEERHWEBR—I 2 CELIEEL
Distiller =t denovo. B2
MUSCOt ) ' - TRUYHRHAT IR B

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

Scaffold DDA : RIEYVINVE T )VEILLE

Scaffold PTM EIERZEERAEMT
<DIA EY/EE707A— L8>

DIA DIA BB#IZHVT. RAW T—IHSEMN - E 28T, METERIT & DR
RLFECO—EEENT I INVT—ITTADYINITIFPTY

>  » Froten Name k4 = =2 a >
1 M v AQUASSWATH HMLangeB AQU.. 261.355 384 l 355
2 AQUASSWATH_MycoplasmaSch.. AQU.. 36 kDa 28 217993 368 313
3 AQUASSWATH_HMLangeE AQU.. 31kDa 23 205.007 365 330
4 AQUAISWATH_PombeSchmidt AQU.. 31kDa 22 203837 332 314
sca o 5 AQUAISWATH Spyo AQU.. 29kDa 23 201845 369 306
6 AQUASSWATH Tuberculosis AQU.. 28 kDa 24 198,694 362 3.18
7 AQUASSWATH MouseSabido  AQU.. 28 kDa 24 194299 380 324

U MEIRIX SR o 2B T 2R R4

T110-0015 RREBEHRXF LEF 1-6-10 ART EJVLTF
B|ih 1 03-5807-7895 FAX:03-5807-7896
URL: www.matrixscience.co.jp Mail: info-jp@matrixscience.com
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