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6 B 26 B (Kk#EA) Jun 26 (Wed)

14:40 ~ 16:20 £ 1515

Y¥PIEEIE 1 / Plenary lecture 1

e FL
(RREMAZE EFRSHRR RREEHAFTTE Y -)
R A 1% (EISARRES S -)

1PL1-1 TJOF ALY SO R (C K DHREIMI\NEDER BN DIGA

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

15:30 proteogenomics analysis
O Ba 2L Y
1) ERERKRE EFHREMRA REREZHFEZ> 5 —

6 A 27 B (KBEH) Jun 27 (Thu)

11:30 ~ 12:20 £ 14515

Y¥BUEIE 2 / Plenary lecture 2

O Sets
(ERIHEAF RIERANAIRATE MRHEIE T ZmrtE>5—)
BE BE F‘ (REPAF)
2PL1-1 JOFARGIRABEICHITD [TOFA—L] RIS RARDEE
11:30 ~ Proteome-stasis in the field of proteostasis

12:20 O HAO Z#E Y
1) BRI EXRF RIZERMAIKAT MigHElIETEmsRtE> 45—




17:30 ~ 18:20 £ 1 =15

4¥55I58i® 3 / Plenary lecture 3

T R
(RRRFAZFRERFERMFHN, RRAFZRFEREFRATFR)
BE ERE 1% (EISARRESS-)
2PL1-2 BREEOTHRIL - EREME TS, FAMEDTFHALS IR 1 ORI

17:30 ~ fitiDEIR

18:20 Creation of novel small molecule-based cancer theranostics

technology based on visualization and utilization of characteristic
enzymatic activity

O g =g

1) MRAFRFREFRAFTRL 2) RRAXFZARFREZRAFTE

6 A 28 H (&#H) Jun 28 (Fri)

9:40 ~ 10:30 £ 1415

Y5BISEE 4 / Plenary lecture 4

Alexander Makarov

(Thermo Fisher Scientific, Bremen, Germany)

R E# XK@ (D—EJaqvSv—YAI2FT0TvvD)
INTF BB (JLEXF)
3PL1-1 High resolution/accurate mass instrumentation for proteomics
9:40 ~ 10:30 O Alexander Makarov®

1) Thermo Fisher Scientific

15:50 ~ 16:20 £ 1%




Y¥BUEI® S5 / Plenary lecture 5

Rohan Thakur (Bluker corpolation)

BE AKX (TILAh—2v)(0)
3PL1-2 XK&E
15:50 ~
16:20



ZEEE
6 A 26 H (KEEH) Jun 26 (Wed)
17:40 ~ 18:10 £ 125
2 E#E / Award Lecture

INEZ R (REPRZFEXRFHREFAATRD

1AW1-1 #FEEEHE - 1A EEUFT o DEES KT in vitro FF—ERIGICED<
17:40 ~ SRETEEY BT O A — ARITEEORF
18:10 Development of a Highly Sensitive Phosphoproteomics Based on Solid
Phase Extraction, Ion Mobility Separation and In Vitro Kinase Reaction
OIS AN

1) REPRFARZHRFEAARFTH
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6 A 27 B (KBEH) Jun 27 (Thu)

14:40 ~ 15:30 % 1 243(Hall 1)
APS

Morten Thaysen-Andersen

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

R AT  (EFEMHSTATIR)

1AW1-1 Tumor- and immune-derived N-acetyl-B-D-hexosaminidase drive
colorectal cancer and stratify patient risk
17:40 ~
18:10 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 (KBEH) Jun 27 (Thu)

14:40 ~ 15:30 % 1 243(Hall 1)
APS

Kwang Pyo Kim
(Kyung Hee University)
BR SR ZE (EBCFWHAFTHR)

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

17:40 ~

18:10
OKwang Pyo Kim!
1) Kyung Hee University



SRS A

6 B 26 B (Kk#EA) Jun 26 (Wed)

15:40 ~ 17:30 &2 =15

SRS 1 / Symposium 1
Bx 7T i

PR NS #T (K9 = DNA 3T
AR ER (JEEXRF)

1S1-1 WTIPEBNE DB LRI E ENZAVCNEEERSEOESRET O A
15:40 ~ 16:02 =UABME
Highly Sensitive Proteomic Method for Analysis of Insoluble Proteins
Using a Solubilizer that can Dissolve Boiled Egg Whites
O s &, mE H1E 2
1) BAEAFER. 2) RREILAF

1S1-2 S-7ZJIFIULSRATA> & Lys-C/ NUTS > mBWESY > I\ OEHEIE
16:02 ~ 16:35 JEOHEFELNSATYITOFAZIINDIGH

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

O Ef =AY, E@ #H V. )\ A= D, Chan Hsin-Ju®. Chen
Li-Yu®, Guzman Ulises H.?, Xuan Yue®. Olsen Jesper V.*, Chen
Yu-ud, B8 =0

1) REPRFARFREZATRL 2) IEFEREKRLSE. 3) Institute
of Chemistry, Academia Sinica. 4) Novo Nordisk Foundation Center
for Protein Research, University of Copenhagen. 5) Thermo Fisher

Scientific. 6) EZEREL - 2R - REWAFA

1S1-3 L OF>ZAVWZEBREMS - T 07 A — AT X5 ADORFE
16:35 ~ 17:00 Development of an ultra-deep serum/plasma proteome analysis
system using lectins
O e X #F =Y Al Fe Y 2T B2 2. MR b,
NS MY



1) D3 DNABAEFR, 2) FEASAZEESMAERAEBEES

1S1-4 ENHMYAXEETOATAZIRICL DM FEETO T 71U
16:57 ~ 17:30 Profiling of Molecular Dynamics in Brain by High-Resolution Size
Proteomics
O /NI Bz D IB N2, &R 587, alll B2 2. #4 [t

3)

1) BHBERKE, 2) 19 < DNAAF. 3) RRERKZFE



SRS A

6 B 26 B (Kk#EA) Jun 26 (Wed)

15:40 ~ 17:30 355

~

SRS L 2 / Symposium 2

FIMEUNRTFR - RTIFRZIX

1S2-1
15:40 ~ 16:02

1S2-2
16:02 ~ 16:35

1S2-3
16:35 ~ 16:57

AR AR —tt (IARRIZINATE5—)
=H 75 (EZfERSFRiARtTE> 5 —)

MRNA RADOF 2B UEA LI RTFREDRICKRDIRATF5
DL A
Neoantigen discovery by immunopeptidomics for mRNA cancer
vaccines

O N IZ Y. st BF D, 8/ EF D, Pl #& D 8l BT Y.
18 2. i BRF Y. B 3EEY. BE 257, At EEY. o
£z BAh +EM Y BE gEE Y. B =t D T s /Y 18
B &Y. M@ mRY. s Be % kA £ Y, #m Em 2

1) BRKRFE., 2) #RINBINATSF—. 3) EHEKRFE. 4) HILX
F. 5) HRERERIKE, 6) KRKZE. 7) EFERKFE

BEDMICKDETE UIEHRA > XU > 3ifetE R T F R NERP-4
A novel insulinotropic peptide named NERP-4 identified by mass
spectrometry analysis

O heE gV

1) RKERKFEIA770> MAKE> S —

TRILF—HEZHIH 9 DBAMESRRR T F RMERFORSR
Novel peptides secreted into the intestinal lumen regulate host
energy metabolism

O =M@ 7=

1) ENZIfEIRERIATR > A — RBIEAZ Y U@z~ —



1S2-4 T>RETEUCOERMNSE MEGLFEEFT
16:57 ~ 17:30 From the discovery of endothelin to human genetic disorders
O EE g
1) BRARZET7AY h=TEat>5—. 2) BAKZERREHEFHT
HEAB



SRS A

6 B 27 B (KEEH) Jun 27 (Thu)

9:40 ~ 11:20 £2 =15

~

SRS A 3 / Symposium 3

U

¥5 - BER - 128D

PR AR HEC (FrEAF)

2S3-1(P89-C) PIEIE 3 U E% RNA X b L X DEIBHHAE & T DIGHE ICE S B
9:40 ~ 10:00 Mechanisms for avoidance of endogenous 3-phosphate RNA stress
and anemia caused by its disruption
O BfE FEY. 0K ate D
1) BEEARFEZED FRIRGFIEHZ

2S3-2 A TVE RISV O T 7 > BMOMRFAEEIEDRRA
10:00 ~ 10:20 Novel Pathogenesis of Diamond-Blackfan Anemia Explored Through
Regulation of Proteostasis
Wl Et Y, E% FERY, BA ERT Y. BRI ED. mmmb. &=
BmoEY O BF kR
1) REBKRZF iPS HRRAFTATA R A dn il F RIHRERFT

2S3-3(P90-A) HMERRIGDENEEZEIER DIzbDRT F)L-tRNA #&HEDRFE
10:20 ~ 10:40 Development of a method to detect peptidyl-tRNA intermediates
that reflect the dynamics of protein synthesis.
O 39 ZW D, Wl W7D, e &F 2, @O 55D
1) MRIEKRZF, 2) BILKXFE

2S3-4 9> )\JE N KRinDEHRMEN T > )\ OBHEEIC 5 X DR E D%
10:40 ~ 11:00 Impact of protein N-terminus variability on protein function
O B8 & V. A+ 3D, pIsp S Y. A e Y
1) IR RFERFERERFBESAFR



2S3-5(P88-B) #i4TOF A — LADHENRIEERERAT
11:00 ~ 11:20 Analysis of the co-translational modifications of nascent proteome
O SR &&Y
1) BIEZMAFTPT EHERZFERTR TS 5 —



SRS A

6 B 27 B (KEEH) Jun 27 (Thu)

9:40 ~ 11:20 £ 3 %15

U

SRS 4 / Symposium 4

PR EA & (BILER2AF)
BE #E (BZnAmRE>S5—)

254-1(P80-C) A /\UBEEBETILZHAWZY )\ UBEHmDRIUET A
9:40 ~ 9:52 Protein lifetime prediction by protein language models
O Il Eh 12, &F =E D, I a8 Y, 78 =12
1) REPRFZARFRERZHAFTRL,. 2) EREE - @R - KREWFR

254-2(P60-A) TOF AL LABRMIAEAS M UTzAGRELRERFPIRED FRARICEET D
9:52 ~ 10:04 DFEVFRIRFE
Proteogenomic analysis reveals the molecular features associated
with poor prognosis in myxoid liposarcoma
O & &2 \dE ED WF BAEF). #s 589 WF =F
. MR B O, T B 7. dEEF RA Y. M BE Y. A &—
o mMA FE WY, fEA s=F Y
1) WAHR - CPM Tz - JOF AT Gr. 2) 3K - . 3) WA - BIA
fmbt - EiRERART. 4) RRESRAK - M&D 7—581F 1, 5) WA -
BRRET - FRIEED. 6) EREMRAK - BESRL 7) DA - BT - 2
FEONEL 8) MAMR - BRFIPT - D TFAENRIET O T U b, 9) K - #itE
18 « X5 DJVIEHRESS. 10) BX - B2 - AYRIFE. 11) B - LaER

FHRE

2S4-3(P72-A) Lauryl maltose neopentyl glycol Z{#MA U /=imE 1Al a1duiBEDRIF
10:05 ~ 10:17 Development of low-input sample preparation method using lauryl
maltose neopentyl glycol
O #HF =Y Al F2 Y. b8 x@ Y, &EFE a0 D R kY,
NS MY



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

2S4-5(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) K9 DNA fR3EFR

TOF7 A — LB (C KD TEEBRROFRZI <Y —H—DHRR
Search for novel diagnostic markers of chronic kidney disease in cats
using proteome analysis

O &k EEY. fil EAY, NF £, &)l —= Y

1) FMfnRZE L - IRIBERIFEECFARE. 2) slHEERER. 3) b
BAFEFERETOTAZIIOR S —

SIEN A BEECHAN RH I DHURY >/ \UBEOHEENEE
Comprehensive profiling of autoantibody-antigen complexes in
patients with ovarian cancer

O AWk £, #2AK TXER Y, B =7 ME B Y. IS &3
N FE m

1) BERIENAZEFEERRIEFEE, 2) SHMENATESI—D
FEMNS AL —23HIILUS—FRE. 3) BERIENKFZEFZEE
B ARIE, 4) IEBEXRFIBFIIEFER LaniiEF

NIPAL (CHIFD N Kim T OF A T A — LsDOHEBERIFEAT
Functional analysis of NIPA1 N-terminal proteoforms

O B+ 3D, E%F 5V, 0x KV

1) FURARFRFZRERFHLESAAR AZOREMEDE

HEYMERR D F 1V F A S 73— NOEYMHIRAERNS > )\ OBZRET D
12D TOF A =D R
Proteomics analysis for target identification for

O HE &N 12, gl XFE. i =F . =i EE D EE gA
DOKTF #AIYY, Ak &2

1) &HEKX - ITbM. 2) ST - &=&H'F. 3) BEKX - EHT. 4) &tE
X -1, 5) BfaFEkX - BT

FHRRZJE FFPE BRAZIEA U T OF A — LR : iEBFECHT
DI FHABOMEIR EFR TR A A — 1 —DRF

Comprehensive Proteomic Analysis of HCC FFPE Samples: Unveiling



Molecular Mechanisms and Prognostic Biomarkers of Postoperative
Recurrence
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2S5-1 AHRIZE(CHITD Proteomics FAFTDFBIT
14:40 ~ 15:05 Introduction of proteomic activities at Chugai Pharmaceutical
O hifE #3Bx=Y. BF X3 V. A B, S8 =B Y. dNE T
DOARS A D &F g, B2 872
1) PHREGRASHT N\ AOS-EBAFRED. 2) PHERIZHRFIR
Bl EEEERFLitT 3 &P

2S5-2(P91-B) #FEAIHZNRT D ATHEEDRFE - FFFRMEMMIRHEERRIRSIRINEE LRI
15:05 ~ 15:30 ENERFEOBE -
Artificial Intelligence to Accelerate New Drug Discovery
O HA sAY
1) RIRRZFRZREZRAFTR 1Tk - REART

2S5-3 Human Biofluid @7 O7 A — ALK/ \Lw ALK EFRAMEREIR (C S 1+ D HTAR
15:30 ~ 15:55 Human Biology MD#xEZE
Expanding Proteome Coverage of Human Biofluid and Exploring
Novel Human Biology in Dementia
O #a D, Eak —m Y. £M T Y. BT gKx Y
1) I—H1%tatt T« XA/N\U-a>ETMUF—23>2T7>

3>

2S5-4 USEALTOFA—LBERZAVZBNAICH I DRIE7TO—F

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



transformation with chemotherapy and guides targeted cancer
therapy.
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2S6-1 YIRS > XA Z TR (C KD FHIEREEDBIHRAL
14:40 ~ 15:05 Trans-omic analysis illustrates regulatory mechanisms across omic
layers in murine liver
O g EEF V. BEE £F V. WK =K. FE FHIN D mK
Heso 2. il a— Y. &4RA ET Y
1) K - £EH. 2) FBK - lkEs

2S6-2 #RISH - ZENTOTAZUR(CLD EGFR ST FILERMEDD F AT
15:05 ~ 15:30 XADfEH

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

O IO 34 *?. Emdal Kristina?. Ye Zilu®. Guzman Ulises?®.
Mueller-Dott Sophia®. Olsen Jesper?

1) BERAFE FTmBIERMATR T Y —. 2) ORI\ =T 2KRFE 3)
INATINIVIKEFE

2S6-3 RS LT IC K DFTARRBER T DRIE & FAERAEAFHR
15:30 ~ 15:55 Novel disease gene identification and elucidation of pathomechanism
by comprehensive genome analysis
O =% ®’&F Y
1) EZERERATE> S —

2S6-4 HERERMROMECHITIIESIRFT 1 IX



15:55 ~ 16:20 Epigenetics in differentiation of mononuclear phagocytes
O @l %Y, B g2
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3S7-1 SFREJTOTFA—-LFETZAVNRRMRBROETOTI 71U T L
10:40 ~ 11:00 =ZDERKRIGA
Serum profiling and clinical applications of rare childhood diseases
using in-depth proteomic analysis.
O ki wes v
1) FEARFXRZFREFZAFR /NTREF

3S7-2 ETOF7A— LBNIC K DEEBOFIR A AN — 11— DERAR
11:00 ~ 11:20 New stool biomarker proteins for pancreatic cancer by the proteomic
analysis
O =R F#Y. I8 #n 2. M —m]|Y
1) BILKRFE F£=AWHRL 2) TS DNAMARKAR ICATOFAZOX
IIW—=7

3S7-3 UZHILTOFAZOZIMEL DA ARFTDIERE
11:20 ~ 11:40 Clinical proteomics opens up a new avenue of cancer research
O @A &2
1) BHENALE>SY— DFEI TR DE. 2) BEEARFAZEREF
FIAFREL STim AZHIE

3S7-4 TJOFAT ) ZORFENIC KD AR - SAESADRF
11:40 ~ 12:00 Proteogenomics Analysis for Cancer Diagnosis and Therapy
O el =7 Y
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AR A E (EEXFH)
Bl &= LM IEXRF)

3S8-1 RIFRMEBERET(CHITTTIAFERMN X FRO = O X7 -5 DRE
10:40 ~ 11:00 Integration of Cross-Study Metabolomics Data for Creative

Reanalysis
O Bl mn b2, | 053 515 7 Y. WK #2°, BH
E

1) HEFAFRARIEERBFMER T > 5 — A FRO— LBERATFTF —
A 2) AAMIEKXRT BRIFED. 3) BERZAFSinERIZMAITN.
4) BERZARFAFER BER - X7« VH%EA BITJOJSLBK, 5) &
1—X> - AFMRO—-LA - F0./02—X, 6) BILFHFKAHR

3S8-2 HAAI/R— MAFRZER UINRONILFA =D RERICKDEESRIE
11:00 ~ 11:20 JRFEEHEAEDAERIR
Elucidation of the pathogenic mechanism of lifestyle-related diseases
by multi-omics analysis of blood samples using a Japanese cohort
study.
O fp B3L Y. A18 B Y. MR 0K Y. WA #2 WER &3
3. @M 7Y, HER ERF
1) BEERFARFER EFRMARER EHBERERERTERE. 2)
BARKRE EFE EFEE . 3) BHHTEFAFE ABRIZFEE . 4)
ABRKE EFE . 5) BRERKE EFE RIETFHEFBE

3S8-3 EMEAD S AAZUX
11:20 ~ 11:40 Trans-omics for pharmacological actions
O #AR 52z Y, &% &2, ful IE—"
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3S8-4 AlphaFold T®R2 5 FRIHEEER
11:40 ~ 12:00 Exploring Molecular Interactions with AlphaFold
O ALt Hsb
1) BRI EXRT BHRETF
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3S9-1 S /)\OBHmFEESITDITOTAZITREN
15:20 ~ 15:40 Proteomics for protein lifetime research
O g =1
1) RRARZERIZHARKFA

359-2 pSILAC ZHAV\CHifaEB(CH DT OF7 7Y — ADROEE S GBI DR
15:40 ~ 16:05 HA
Elucidating the role of proteasomal degradation in cellular
senescence using pSILAC
O #H rE Y
1) RERRFRFREEFZRIAFTH

359-3 Y2 /)\UBEHMOEE LMERE
16:05 ~ 16:30 Alteration of protein lifetime in vascular stenosis
O HFE AN Y
1) BIXRZEFE

3S9-4 R—RABDBE TR T3 "p62 body” DFIRRIERKAL I DRIE & TDIERH
16:30 ~ 16:55 A—hI7Z—([CKDDHROEEDHHHA
Identification of a novel component of phase-separated p62 body
and elucidation of the significance of its degradation by selective
autophagy
O KT =%
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359-5 EMNY>)\OBNRZIES I EFF> 01— ROAREA
16:55 ~ 17:20 The ubiquitin code mediating targeted protein degradation
O A7 sBg v
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3510-1 ZR;7TOFTATA—LBIDENEREICTDIEREE Y TFID> - TRV
15:20 ~ 15:45 A5O>7TJOFAZOX
Deep Top-Down and Middle-Down Proteomics Enabled by
Multidimensional Proteoform Pre-Fractionation
O H7x =5

1) BIEXF

3510-2 fEEEMEPIAFMEREDIZHD T OF A — LEFTHRABEIFE
15:45 ~ 16:10 Development of proteomic technologies for large-scale analysis of
lipidation sites
O 2ph & Y. B s¥w 120, B@ w12 SR &R Y
1) BEFMAPTERERIZRREZ> I —. 2) BERDARFEFMRR
Bl 3) BEMIZIAZFEGRERFHAFER

3S10-3(P95-C) JOFAZURXEERKRENZF
16:10 ~ 16:35 Proteomics and synthetic biology
O &k HRY

1) I EFAFRPEaREERI TR > 5 —
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SFEEE : KADTOFAT ) ZTX

LIS 0O I (BN ARz 5 —)
Al BRIEE (EZAARTRE> 5 —)

3S2-1 WATOFAY ) ZUXCKBERHLERDER
15:20 ~ 15:50 Advancements in Personalized Medicine through Cancer
Proteogenomics
O mRE AMA Y, #ikH+ 7Y
1) BEKRF - E - U LENF

3S2-2 AT ZEEB=04  HEERFETZ 0
15:50 ~ 16:20 OiEA &g b
1) ERKE - ERAZXRERTZERATTR

3S2-3 EBEMERKARAT I T T —(CHIFDHET /IO T7 L1 EEDSE
16:20 ~ 16:50 &~HEAM
Role and Utility of Reverse Phase Protein Array Platform in
Fundamental Innovative Oncology Core, National Cancer Center
Institute
O iEm BB
1) ERINARTRE> S — - BAFERR - T O A — AfRATERRS

352-4(P92-C) KRBMAMIMRDF T —TEEFEAIEEZRIRL . ERISEZTFATD
16:50 ~ 17:20 Kinase activity profiling of colorectal cancer cell lines is
representative of tumors and predicts drug sensitivity
O BHO®BY, Z MEY. /18 A/t Y, &0 82 ek —#
RN i 3 -
1) BZNARRE ST &ODPAMREDE. 2) IFREIZIN A
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—A%OEAFER 1 / Oral session 1

101-1(P66-A)
15:40 ~ 15:50

101-2(P74-C)
15:50 ~ 16:00

101-3(P79-B)
16:00 ~ 16:10

101-4(P81-A)
16:10 ~ 16:18

—AXOEERR(FE - &F - FLHT)
BE A RR (REAR)

SomaScan [CLKDEARAFESECHNWTHEEDSDMEFEY >/ JEDHFER
Search for serum proteins with differential concentrations between
men and women in middle-aged and elderly Japanese using
SomaScan

O BMR 0D, A8 SRV, 1A @2, R EE Y, #A 750
Y. R RF . ip 830 Y

1) BEEXRZEFIEARERERERTBIE, 2) ABKRKKZEFED
EALFEBRE. 3) BHHT (FREABBIZED, 4) ABXKKZFEZFE. 5) B
BERKFEFEIRIE TP EFEEE

JOFAY J = O R 7E AU B EREMESR OHFTAUEERIRIN DR
Proteogenomic analysis for clinical application in sarcomas

O &M FE 2, B £#8Y. HO B Y. K FKEFE Y, &F fE
DONg &— Y S5l ERE Y. KB 30, I EY, AR Y

1) BZNAMRTR L 5 —HRFRAHEDDNAREDE. 2) FTEXRFRFK
EFARREANRFE., 3) EANARTE S —AREAT O A — LT
ZBF9. 4) ERISNAARES S - iRl EEREEE )/ \EUF -2 3 >8]

LR TO7 7 —CONR(C K DBIENRY > I\ DBEIBEZ LR EDRT
Comprehensive detection of protein conformational changes by
parallel use of multiple protease

O # &Y. IV AR, & &1

1) RERFARFREAAFTR, 2) EREE - 2R - REWRFA

Surfaceome fEtTZEER & U e B aBiEi 0 FDRIE

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 /g FIZ D, MK E 1D, #2K =AY, &K B2 @O $
2. FEE g

1) RERIUEMAZEFEERRIEE, 2) BHMENALEIY—DFZ
Wr S>> XL —2 3 FILUB—FNE, 3) BERIERKFEFEPMIKER

HEd

HIRDIEBREHTEONIZT —HDIERY MDD — DT
Integrated network analysis of data obtained under different
experimental conditions

O g =Bie 12, 3% 512

1) dEBXRF REKITFER. 2) dLEXRZF HEFEEL 3) 1Bk - AT LR
WA SA YA I ARMET —IN—-I 25—

N-terminomics & KMEIRFRIFH 7T 0 —F (C KD IEH B HENERIEEDIR
i
Elucidation of the mechanism of non-AUG translation using N-
terminomics and bioinformatics

O MEp =Y. A+im 3 V. E% Y. A K Y

1) SR RFEXRFRERFHBSHFTR

FREZERHARR (CH VT DEMERFI IS DR BA
Understanding the Translational Regulation in Neural Stem Cells

O KR 168 1. faE Fx 2. #£08 =D Ik gV

1) RRRZERZFRFTRSY >\ OBRSHIEHDE. 2) RRAZERTF
fAFTF RNA S5 27

POORY > OBEDFTECKDBRPICHITD & MIE7ILT > DOFE
ERICODEET
Analysis the conformational state of human serum albumin in
solution by cross-linking mass spectrometry

O B 1KY, Bl & D, FAE BHK Y. 88 =Y 82 K
— D0 mF =2 G BB

1) EBRFARFHRIEFEHAFRRL 2) LBEXFEZHMBERRTOTAZ



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

DAE>H—

Library-free search ZRUL\Z URZHE, KU, ¥>O—EMEY) TUIEL
7z Raw264.7 flRADOEE T OF A =R 5T —F OB/
Reanalysis of quantitative proteomic data of Raw264.7 cells treated
with lipopolysaccharide and mango leaf extract using library-free
search

O =ZB e P, B3O =52, R B# Y. 5% =B Y, Xk =¥

1,2)

1) EXRFREMIFER, 2) ERAFEVETFEIEGFITFER

GeLC-MS/MS JE(C KD EHRAST > )\ OBDYIRHIREEDEZE AT ICMIT 2R
=
Establishment of a method for quantitative analysis of the cleavage
state of proteins by GeLC-MS/MS.

O Bl K Y. | &Y, BE SF% D, gEF REF Y. i =
L2 g 512

1) JEBRFARFRBEFMFRL. 2) EBEXRFEFEMBEERRETOT A=
DAEZ>H—

M ABERBARHERE DI Y > )\ OB Z R E LI T OF A — LABEITIC L DH
UMY — D —DERER
Exploration of novel diagnostic markers by proteome analysis
targeting cytoplasmic membrane proteins of cancer stem cell-like
cells

O Bk SR Y. 152 A 120, SH BE 127 h\F 2V, HE
2, =& £°. Rig 212

1) tBRFRFREFRRAFRBCHAEERIEE, 2) tBEXRFEREGE
FEERARARA R, 3) EBEAXFERFGEFIMBERLEER - M1 >
FhEs. 4) EBRFEFEMBERETOTAZOII S —. 5) JLEX

FEFEPRIEF

Mock community &b b—4ZBWEXSFTOF7 A — LT

Metaproteome analysis using mock community and human data



O & AT, & mR hF 52, A% £
1) JEBAZF FRIFE. 2) LBAF BFE. 3) EILEEFHAIUR.
4) 18R - SATLWFHIE S TO1IORBAT —IR-IE2 5~
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—fixIBRFER

PR PaEp mE— (KEXF)

202-1(P49-B) LKTOF A =0 X FHRUEER DR
9:40 ~ 9:54 Extended Proteomics in the case of new post-translational
modification
At EEY, O #aiEY
1) BLFAFRA RR&ERNFRTRTE> 5 —

202-2(P53-C) WILFE—H)UNEEHA = U X7z 8/ME U e tO 45 - THERAY /2 AAV ¥EEH
9:54 ~ 10:08 {ZEmEEMT
Differential glycan analyses of AAVs among 6 serotypes using
multimodal glycan omics technologies
O A% &Y. WO #HF 2. B @A 2. &R £=F 7. IRk 548
D WS 2529, \R £F Y. %5 B2, 2 BR? 0BT 58
2 iR B, BE BE Y BA NE0 BE o= Y. kP AR
D s BE D R w2z ma ms ). XF 37, AW &2
1) EERAMFRSHAFEAHRD FLFERFREF. 2) KIRAFZFAFERLZE
MREL 3) TL>23> - SXRFA-HAI2X (BR). 4) (BR) 1—X
S+, 5) (BR) JSA0F70=H. 6) ZaEXFHEHEM IR
Fi. 7) BBERIKRZEFRS

202-3(P54-A) #EIIER LOWEHEE S > ) (OB L ilL NLTRFRE I DI VILF I
10:08 ~ 10:22 YIRZJEA XA O8AM (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 F& Y. 8K #F Y. Boottanun Patcharaporn®, A& Y



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) EERAMHEETAIRN M) F T MAFTEbrT

TOFAZOREAGROZVRAICKLDEMFREIEODIENIEHENDED
HHF
Comprehensive Lipidomics and Proteomics Analysis of mesothelioma
cell line

O hogm EF V. 4% D, 5% g Y. =t mE Y

1) BHEXRZF ITbM. 2) BHMENALE> 5 —HFPR

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

O =i B2 e 'Y, 8% BE. &K EgY

1) 2HEBNALE Y —IRFFR NARBEIRFDEF,. 2) ZEHEXRFE
ITbM. 3) BERZAFTintantt FAFA

SPELBRHRRYED EBP50/MYHO &R R EEERIAHIE (C K D HFUEE/F
FAEUTHEET D
Interaction between membranous EBP50 and myosin 9 as a
favorable prognostic factor in ovarian clear cell carcinoma

O WM& BJ D, dill T2, #F BF2. B8 = N\E BEF
2. 4 =Y G BBY. =R EY

1) EBXRZFEFEFHEFZERIET. 2) tBEXRFEFERIEF. 3) IS
DNA TRFRFRS ) NSBEEHEESD. 4) LB XRFEFIMBERETOTAZD
Atz>5—

SWATH Micro App &K DIA-NN VI b1 7ZFVZER &K DIA
T — DFFTFERDLEE
Comparison of urine DIA proteomic data analyzed by SWATH Micro
Application and DIA-NN software

O PsF B, WA BEF Y, A FE Y. Elguoshy Amr V. 1A
*% 1,2)

1) SR RZERR) A AN—D—> 55—, 2) EXERIRERFEER
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—A%OEAFER 3 / Oral session 3

—AxOEERR(CEF)
R ) BB (ErERSEREERR)

203-1(P48-A) KIFERERFMIRMADY > BE T O7 A =0 X (C KDL EEIRST
14:40 ~ 14:54 MHEFEOARER
Elucidating the mechanism of neoadjuvant chemotherapy resistance
by clinical phosphoproteomics of colorectal cancer liver metastasis
O #if Mz 12, i B Y, Ea kx Y. 58 ¥F Y. FH #A
DRI BR3Y, S8 #7. BE EN Y. VB 8 Y. Bz 2
1) ESIAARAREAERREE - 2R - REWAFRF. 2) RERFEARF b
EFHFTR SHIEESRL 3) BAMMEIRKEE SHIEESEL 4) FafEiM
bt SR 5) REPRZAZREFZHARR AIEIOTAZIXDE

203-2(P52-B) JOFAZTRICKDIFMKRFPBREE )/ A A —H—DER ik z B
14:54 ~ 15:08 U\JZBITERODIKEIE
Proteomics based search for novel urinary kidney injury biomarkers
and validation of antibody based assay system
O #¥A BE Y. 1WA BF Y. Elguoshy AmrY, pusF &tE 1, dbtk
FEF D, A EKR D, AR g Y
1) B RZENRR) A AN—D—TE>F—. 2) RKIRMIZIBESERLE>
—BliESmEARR. 3) EXEEREERRRER

203-3(P51-A) HERREALICHIT DALY > ) O BEENREDRERE
15:08 ~ 15:22 Proteomics and genomics analysis of chromatin dynamics during
cellular senescence
O XA E%Y. &2 =D, Tk Y, 8 28D, /e mg 2,
PR f— 1)
1) tBEXRTE EFREIEATR. 2) BEXRTF STiRERFHATR.



3) Institute of Molecular Biology, University of Oregon

203-4(P71-C) Pharmacoproteomics (C X DRIEDEEERTFE | FRBIREREPREDEEH
15:22 ~ 15:32 RN AMREKRE AV TZERIRZERER S EEDH

Pharmacoproteomics for sarcoma treatment development: drug
sensitivity testing and mass spectrometry using alveolar soft part
sarcoma cell lines

O Al BRIBE D, S B2 MR Az Y. &E gD, 5@ &
EY, ek —#Y, BE REY. aE 8D

1) B AR TSR AN ARTRDEF. 2) HARRIZNAMR
R —BEBBRNVAETIVIARDE. 3) ARINATES S —EENR
TFRZOAMAKRDE. 4) ERINAMRTRE S —RTRT O7 A — AT
=i !

203-5(P75-A) FEAEEE(CHTSD EBP50 RIREEDREHA
15:32 ~ 15:42 Role of EBP50 expression in endometrial carcinoma
O #H BEY, BiE #thY. NE BTV B 2= =K EY
1) dLBXZF - EFED - IRIESF

203-6(P76-B) 15N EiE#EZRV\HEMI T OF7 1 > 7iRR I 7 57— OEERR
15:42 ~ 15:52 Quantitative phosphoproteomic analysis of plant protein
phosphatase using 15N-metabolic labeling
O AXR #HED. ZH BEE Y. FH 2% Y. 4 =2 b
1) &EEXF

203-7(P78-A) i 10,000 #AKEIE(CEIFTEBHRT S > H > TOF ATV ADEERL
15:52 ~ 16:02 One-minute LC/MS/MS for 10,000 samples per week proteomics
O =@ 83 Y. E@ =k 2 #6012 A8, B8 =

1,2)

1) RERFARFERFEZATR, 2) EREE - 2R - REMARKA

203-8 HMREIEUNRTF RMEZRZBE ULV ORE#ZENRICULIERTF R—
16:02 ~ 16:12 Lf#T

Peptidomics analysis of mouse tissues for the discovery of novel



bioactive peptides

O Bm &b dyll B B @mE Y, wE m2Y. 0 =2 )
F 5513

1) EBRFXRFZFEFAFTRL 2) EBXRFZEFSEP. 3) LBEXRFIEFE
MEEEIOFT A=A Z 45—
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PR IR Kt R AE)

304-1(P58-B) YR ESHED )OO0 —FOFAZIX
10:40 ~ 10:50 Proteomics of a single colony of mouse ES cells
O HhE ALY, 182 Y. MK Y
1) IR RZERFRS AT LAECFEDE

304-2(P59-C) 77OV BREREDR-FRIAZTRET DY/ \UBEDER
10:50 ~ 11:00 Study of proteins that determine the red-blue color tone of shell
nacreous layer of pearl oyster.
O Kl BN D, B WxE2. kiR &2, 5k aE Y
1) RRARFZFRFZREZEGRIFZMARER. 2) RRAFZFEEEHRIFZHAFR
Fh

304-3(P62-C) R[MAMEZS v MEFTILZAWZEFRBEMERMX) (A A< —H— DRI
11:00 ~ 11:10 =&
Expression Mechanism of a Novel Biomarker for Interstitial Lung
Disease in a Rat Model of Acute Lung Injury
O &M #EV. 8K \rt. /R sa Y. 2@ Rt Y. VI A%
FU. FE BB BRCRE) BE Y, R &R Y
1) EZEERRE@EEHATFR

304-4(P64-B) &> )\ UBRIKEAMEFRTCLDNYOOT 7 —aMElCH Iz TO7A
11:10 ~ 11:20 = XHIEEDERER
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= Y, Bl #1 2. a0 812 IV a% 2. B8 F 27
1) REPAFRFED. 2) REAFARFREEZARRL 3) EREE - @
R - REMHFTFR

IR THRAERE D S Az AUV Z BB (C L D IEHRD FERURTF
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Enrichment of low molecular weight polypeptides in serum by solid
phase extraction using sponge-like polymer columns
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Stable Isotope Labeling by Amino acids in Cell culture $%(C K 2 REf#E
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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
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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™

timsTOF 1X.QTOF BE B/t DRiRIcA A v EL Y 7

4 T N4 AT H % Trapped lon Mobility Spectrometry (TIMS)
ZBCE L CTH 0. RFFREZ 5 NS m/z 12 X 2 iz .
AFXvEL) T 4 COHMENTIREL 72 ) £3, TIMS DFHL
Z IR ARRICIE 29 MS/MS HIliE T % Parallel Accumulation
SErial Fragmentation (PASEF) i3, vav A v Fuarit3
7 AREIC B W THEHETH %m0 Eae - B - md MS/MS
I T X8 3 MEFIETT, £ OEICHEIFIXIA L.
DDA fi##ft ® %72 53 DIA % PRM fi#h7ic b @G AT HE T3,
T2, WIE®RDO T —2BicE T, GPUZIEHALAZY T
WEA LT —RX—AMKT 7 v 7 +—LTH2% Bruker
ProteoScape™#% i\ % & & C, HIFEDK T 32 L FKFICT —

AR—ZAMBHEREZEL L RAREL D £T,

RKeIF—Tld, AFvECY T4 E2EMALZT 074 =2 HEDAY v b, timsTOF
HT +° timsTOF Ultra 72 & timsTOF & ) =X &34I53 2 Y 7 + v = 7 ORHFHHRICH A T,
timsTOF Ultra iIC X 2 & v 7 v e v B ETflaE Y v 7V OMlE 7 & EROUER %2 ZHEn
BLET,
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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

SHE CORN R - FMiFAFIC L > T, b3 T v 74 I 7 RI3EYFNAR %215
2720 R»PTILOTERWTFEL L GRAISNT WS, L2 L, ERHNO X v H
FIRIACREBEECHFAEL TV I LICA T, BER XV N7EDOS T a v —H e
CHBGED, HOT R FA— ARIEIRT 3 ETIRIKAL LCX § X ASEALE L, 5
WWEHEBEDMNEHCIZZAF I v 7L v P ERE, 20X I TEWERESSLEL b,

V=74 vy —FATVT 474y 7F, WEFED ASMS (T THFIIHA 2 8 L 7
Thermo Scientific™ Orbitrap™ Astral™E &5t 2 R L 72, K& T, EHO D 21EKD
Thermo Scientific™ Orbitrap™ 7 7 7 4 ¥ — Il 2 T, H B D Thermo Scientific™ Astral™
(Asymmetric Track Lossless) 7+ 7 4 ¥ — & flafbe b 2 Lick o T, ThETHEEE I
TEL@EE - S - A A ZAV—Ty P Wi vREICT 2,

ARFFKTIE, T D Orbitrap Astral HEHTEFE FH W72 RLmD 70 74 1 7 AW5EIC D0
T, EROEMHIZZZZTHNT 5,

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

Covaris D AFA 77 /7 v v —lk, BEHKE Y v 7 VICIEEfcIOR S &, v 7 uiilitlics g 2
FOEINE L GOEBREZ D725 LE 3, Covaris D AFA 77 /7 ny—ofEEe & dic, ik
T7Vr—va v ~oNSEfEBRNLET,
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2 A Te e v 2 —RGET A0 2 AR SE S B

DBADNA F~=—h—RIREE DERICE T 70 74 — LN IZEE ¢H 5, FFPE k% Hw»
32 LT, ficiEBELNE VIR T X% BB LN TE S, AHEETIL. FFPE B % i
T5ILT, EDXICHANRZEINCIRET 2 2 LB TEL2ICONTHEMT %,

F—7—F B, FFPE. FFPE. A A~ —7h —. JBEER

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) KK. 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 SomaL.ogic technology
OTomoyuki Ueno !’

1) SomaLogic 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) )& i (2) gERsE= (3)
Seer,ink (1) 24EMEEAL2 T & DNAFFERT (2) HRASttrd9 &7/ L4
T7/myY—Xx (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 differences, which may reveal insights into mechanisms

h™ workflow interrogates

impacting NSCLC disease progression. In Summary, the Proteograp
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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Tyrosine sulfation of the angiotensin-converting enzyme 2
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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
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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

OB Iy Bk BE?Y. OB B, #m 5= V2%, F5 &g 2. AW
%@% 1,2,5)

1) BRAKRFERFE P BRFHEE. 2) BBAKE FHFEL 3) HEEAT AMRIZEEL.
4) BERBKRTF Tt FZRFT,. 5) BAKRFZFAFE R SmPlFEzTsD

Co-fractionation-mass spectrometry (C KD "[RIAH "T85 > )\ O BESIRDIFER
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
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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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Novel Pathogenesis of Diamond-Blackfan Anemia Explored Through
Regulation of Proteostasis
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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
O SR &&Y
1) LT EmERFERATRE Y —

P89-C ATEME 3 U B RNA X L X DEE S & T OHEICE D EIM

(2S3-1) Mechanisms for avoidance of endogenous 3-phosphate RNA stress and
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Development of a method to detect peptidyl-tRNA intermediates that reflect
the dynamics of protein synthesis.
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Artificial Intelligence to Accelerate New Drug Discovery
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Kinase 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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Agilent Automation Solutions

AssayMAP Bravo

Microchromatography Platform
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B 20 - 30% 10 - 15% 20 -30% ~ 80%

BEt A A O ©

HYTILE >20 ug = >20 ug 5ug~

G5571AA AssayMap Bravo ft#k

R 648 (W) x 438 (D) x 843 (H) mm

58 52.1 kg

BiR 100V - 240 V. 50/ 60 Hz
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(wako cat# 304-93521) 10mg Phos-tag/Acrylamide=1/1 ¥66,000
AAL-107M _ dae

(wako cat# 300-93523) 2mg Phos-tag/Acrylamide=1/1 ¥27,500

5mMzKiA®R AAL-107S1 _ o
(wako cat# 304-93526) 3mL Phos-tag/Acrylamide=1/1 ¥16,500
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TEL:078-958-7026 FAX:078-958-8026
https://www.nard.co.jp E-mail:corporate@nard.co.jp
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The single, intuitive interface to a wide range
of mass spectrometry data files
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Software
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scaffold
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T110-0015 RR#MPARXEKLFF 1-6-10 ART EIVTF
B|ah 1 03-5807-7895 FAX:03-5807-7896
URL: www.matrixscience.co.jp  Mail : info-jp@matrixscience.com
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