7 B 248 (KEEH) July 24 (Wed)

=15 2 (R

11:00 ~ 11:45
# & #E1 / Educational Lecture 1

BEf: K f1 BAKREXPRE R FHZEE)

1E-1 LEVIRBAENOHEREYFEA
11:00 ~ 11:45 From Redox Research to Glycobiology

O#OEZ
KIREEN AT Z—B R

215 3 (RE)
12:15 ~ 13:00
B#5%31 (KHUPO) / Invited Lecture 1 (KHUPO)

B 1 #z (EXRRIMEEmER

1PL-1 Reference Proteome-Based Subtyping of Liver Cancer

12:15 ~ 13:00
Y.-l. Kim - OJ. E. Lee
Center for Bioanalysis, Korea Research Institute of Standards and Science



7 A 258 (KEEEH) July 25 (Thu)

215 3 (RF)
8:50 ~ 10:50

SE5E1 / Award Lecture 1
EE: £k f— (LEXZFERFGFESL)

2AW-1  BRRBIZRAW=22 /0 EDORIREZ SN
9:35 ~ 10:05
O A#f ¥4
BRTI AP EHERER R 22—

2AW-2 EMFEBZORFTEREZD-OHDERIKE
10:05 ~ 10:35
O%# &
B K5 E R S B 28 A B T o Bk

=121 (BE)
11:00 ~ 11:50

¥ 7I58® / Plenary Lecture
ER: MR E— (BEBXEEFE)

2PL-1 From Peptide Hunting to Peptidome Analysis and Beyond
11:00 ~ 11:50 ANRIFRERDOANTFR—LEFEHF. ZLTEDEA

OEMmHFEA
ENBRBFRAR I —RIEAIVIRET 52—



7 A 268H (&FEH) July 26 (Fri)

=51 (FE)
10:50 ~ 11:35

HB1558® 2 (jPOST) / Invited Lecture 2 (jPOST)
ER: AE &R (FHKF)

3PL-1 Translating proteomics big data into community knowledge bases
10:50 ~ 11:35
Benjamin Pullman’? - Julie Wertz"? - Seungjin Na'? - Jeremy Carver'? -
O Nuno Bandeira'?
Center for Computational Mass Spectrometry1, University of California, San Diego2

=151 (@AE)
14:40 ~ 15:25

#EHEE 2 / Educational Lecture 2
EE: #@n RE UEBEERXS)

3E-1 ATAHILTATAIVR -BEMSFHA-
14:40 ~ 15:25 Medical Proteomics -from Treatment to Prevention-

O Bh#f #M1T
MHERXIERR F—TU ATL BLEMSRER RE-E2to 42—



15:30 ~

16:30

7 A 268H (&FEH) July 26 (Fri)

251 (HE)

SE#E2 / Award Lecture 2

15:30 ~

15:50 ~

3AW-1
15:50

3AW-2
16:10

ER: BE &R (RBXFP)

734377 — LR ORFELEZDOIGHA
Development of Glycoproteome Analysis Technology and Its
Applications

OF /=X )4
EXERMRARR BIREBMELM

ER: F8H A @EERILKRE)

YU BAETOTAIORD = DPhos-tagix T DEFEEZF DI
Development and Application of Phos-tag Technology for
Phosphoproteomics

O KT %&H
LEXRZFRFRERBZHREER



7 A 268H (&FEH) July 26 (Fri)

=51 (FE)
15:30 ~ 16:30

SEFEE2 / Award Lecture 2
FER: WA HEE (A KEF)

3AW-3 SWATHHAIC &R BT ATH— LB £BEL - ENBIELMMIREI
16:10 ~ 16:20 BT AHHR

SWATH-based @ Comprehensive  Quantitative = Proteomics  for
Understanding Xenobiotics and Cellular Pathology

O ik 1&1E
RRARFERERE R TR

BR: R Z (EEEE-EF-REWARFTFH)

3AW-4 BB - FRGIEHEDAZRICRA T ATAI VR EBH MO
16:20 ~ 16:30 Development of proteomics technologies to understand post-
transcriptional and translational regulations

O SR &E
REBRFZRFREFHARR



13:40 ~ 15:40

7 B 248 (KEEH) July 24 (Wed)

=15 2 (R

SURTr L S$1-1 / Symposium S1-1

E&: /ML EF (fBHIEKE)
BRF B (LMKZ)

A2HR)) 1—23 0 BYRKT TINAF R RDFH-IHED3>

1511
13:40 ~ 14:05
1S1-2
14:05 ~ 14:30
1S1-3
14:30 ~ 14:55

MALDI-MSTRI7A )T A A=V T EMNYBRKT—F SO XD FT R
MALDI-MS Imaging and Profiing Opening a New Avenue for
Foodomics

O =i K8 - BF Big? - 3I1E B3P
EEREMBEMER - AMKFRFRESFHERR

E/IRTY /A0 —AYYRKRERTOTAHIVR - A2ROIH R
Improved proteomics and metabolomics by using monolith technologies

O &JK M - M F=X
RBRFZRFREFHARR

ACLATDEAXDAIHAHE R VT —U Do RET DIk
The Technology Developed from Omics Integration Network of
Soybeans under Stress

O /ML EiF' - IRA =22
BHIZEAE - AT AR



13:40 ~ 15:40

7 B 248 (KEEH) July 24 (Wed)

=15 2 (R

SURTr L S$1-1 / Symposium S1-1

181-4
14:55 ~ 15:20
181-5 (P1A)
15:20 ~ 15:30
1S1-6 (P2B)
15:30 ~ 15:40

E&: /ML EF (fBHIEKE)
BRF B (LMKZ)

BEDIVHEROREICRIT=EERZRE
Identification of Fake Cashmere Products by using Electrophoresis

O M '

REEAKREXRERERHERES - —vbr o REFELL 52—

QCconCATEIZK ST MK SAI—LDEETATAIVIR
Quantitative proteomics of tomato glandular trichomes using QconCAT

O B#&% X+ - ¥t /& - Bk (58
BRKF

NAFR—D—B3U NV BEEIZLLIBRBEET RS AT L DML
Establishment of a Model System for Estimating Multiple Functions of
Food Components Based on the Quantitative Analysis of Biomarker
Proteins

O KH & - BR BA - KE BT - Kt EC - bR 5H—
BIBXFRFREFHARR



7 B 248 (KEEH) July 24 (Wed)

215 3 (RF)
13:40 ~ 15:40

SURTr L 81-2 / Symposium S1-2
B AF ¥RE BEMIIKE)
1L BE (EEEMTREER)

HRFAFEDEIKEEM1 [RFHEEKBARIRE]

182-1 SATHAIURANHFICETEHFEKREBORITAR
13:40 ~ 14:05 Applications of Dielectrophoresis in Life Science

O HhE EE
A KRZES AT LIEHRE 2R

182-2 KFERKEBIDREBETIVV—LOSHFH~DILA
14:05 ~ 14:30 Principle of particle electrophoresis and its application to exosome
analysis

O AR &8l
RRIXKF RR-#HSEBIFkR

182-3 BEESFOEMUZRSTHEEF/IRIZEIKENEDEK
14:30 ~ 14:55 Establishment of Electrophoretic Method in Lipid Membrane for High
Performance Separation

O =R 17l&a
RBRKE KERERTFHRR



13:40 ~ 15:40

7 B 248 (KEEH) July 24 (Wed)

215 3 (RE)

SURTr L 81-2 / Symposium S1-2

182-4

14:55 ~ 15:20
1S2-5 (P5A)
15:20 ~ 15:30
1S2-6 (P6B)
15:30 ~ 15:40

B KR¥t #R4E (fEIETILKE)
&I BE (EFRRXMHR AR

LOF o7 74=T4— 7 ILERKENEZFALI-O-GIcNAC L2 /X0 E D
fEAT

Development of WGA-based lectin affinity gel electrophoresis for
quantitative analysis of O-GIcNAc proteins

O ARE #= - Rl EE
REKRZEMEHRAER 2FT FILHESE

IKAFRANLV AR IADKINE EZ M RELI=EIEHGRI NI BEFER
KDL&

Comparative analysis of post-translational modifications including
proteolysis of proteins in mouse cerebral cortex under the restraint
water stress

O M = - 75E KR - 880 2" - mH 2" - ki a5 - e W -

INg B

FtERFEFMyEER - LR ASZESHDERMF - LEXRFESESELLSE -
B ARZEXMBERETIOTAIVIZ 2!

JUBRAE B N B BIRMGERIXBI 7 ILEIEEEE
Phosphoprotein Gel Stain by Fluorophore-labeled Phos-tag Derivatives

OEXE AT HEEF AT X7 - /Mth E
LEREFERER EREREZARE EXD FHEMFEARE



16:00

~

18:00

7 B 248 (KEEH) July 24 (Wed)

=15 2 (R

URT 9 L $1-3 / Symposium S1-3

16:00

16:30

17:00

17:30

l

l

l

l

1S3-1
16:30

1S3-2
17:00

1S3-3
17:30

1S3-4
18:00

ER: AR 5 (RRAXFREREFEGRFHER)
it ZE (REKREXRZFREFRTARH)

RS DLEYyO R IEEREREEERZHT
LRYDRSATA4/RA—3 0 F1T0EESHE

RUNJEDRIWITANEBEDFA—ILLEinEfRRE
Unique thiol modification of protein disulfides in diseases

OMRA &=
HRKRKEFRFREFEGEFERER

FHROANEEEEEENE2-FFLAIF—ILIORTFFOHER
Identification of novel functional oxidation products, 2-oxo-imidazole
dipeptides

OREF

KRAFILRZRFREZRAREEYEZ

FHVERIVARMRAFEZRELT

Aiming at Development of Oxi-Lipidomics

O WA -2
AMKFRFIRESLFRRER' - AMED-CREST?

BUNDBEN—RI T FDEER-EBEEEETOTAIVR
Translation-coupled persulfide biosynthesis: Its physiology and sulfur
proteome

O #rith &

RIERZXRZREFZZMAM -REEF



16:00 ~ 18:00

7 B 248 (KEEH) July 24 (Wed)

215 3 (RE)

ROy L S1-4 | Symposium S1-4

ER: & FC (BEEKXKE)
Hik BT (BEKREL)

HRMARDEIIKEBEM2 [FrEF)—BERABCKE/ 1A DFEM]

1S4-1
16:00 ~ 16:30

1S4-2
16:30 ~ 17:00

1S4-3
17:00 ~ 17:30

1S4-4
17:30 ~ 18:00

120V FERKENRIREKRREER I FNICE DUV EREEDNAT
TAT—D%ER

Efficient DNA Aptamer Selection by Means of Single-Round CE
Separation and Next Generation Sequencing Analysis

O Bk E
BERFRFRETZFHER

BERESTES —ERABERNMES SR
Trace Omics Analysis by Ultra-sensitive Capillary Electrophoresis

O NI fEz"?
BIL2HTAT SRR E L 42— - KIRKFKRFRE & Higaemefl?

L— Y — RS 7 T =T —FrE S —BRABIEME /8
G EZ DI

Glycoprotein Glycan Analysis by LIF Detection Affinity Capillary
Electrophoresis and its Application to the Detection of Specific Glycans

O 8 s
i P L

AT I4=TA—EFYES) —FERBERABOBERICKDIFV/I\VE
DERNYT ST

Charge-Variant Analysis of Proteins Based on the Coupling of
Bioaffinity and Capillary Isoelectric Focusing

O E#t F1="?

EEEAEZER - T—IXN(AT7FYo Rt L2t?



7 A 258 (KEEEH) July 25 (Thu)

=51 (FE)
8:50 ~ 10:50

RO L S$2-1 / Symposium S2-1
EE: 2l EFE (REBXF)
#H = (BAXF)

2O RABENMRY DEFEAM

2811 BHEHHOTOTA—LBTZMNRT S HET0EE
8:50 ~ 9:10 A novel sample preparation method for accelerating proteome profiling
of minuscule amount of samples

O EMEH#
EERBRARE 22—

2812 DIARHBEMZEREL-ERETOTH — LB AT LOBELZOIG
910 ~ 930 H
Optimization of DIA-MS for deep proteome analysis

O IS
MY SDNAFZEFR

251-3 (P9A) EEJOTAIVRADBELLIVEEMR LZBIEL-HREEBLHIEHF
9:30 ~ 9:40 ADHR

Optimization of Phase Transfer Surfactant Cocktail for Quantitative
Proteomics.

OmN BEEL" - 2@ ="2° . fiZx kA" - Pk EE"?S . Kig g2
BEAKSEAZmESHELR - BAKXZREREGEFHEE? - AMED-CREST®



8:50 ~ 10:50

7 A 258 (KEEEH) July 25 (Thu)

251 (HE)

RO L S$2-1 / Symposium S2-1

2S1-4 (P10B)
9:40 ~ 9:50

2S1-5 (P13A)
9:50 ~ 10:10

251-6
10:10 ~ 10:30
251-7
10:30 ~ 10:50

E&: U E=x (RBXP)
IBH = (BRAKP)

BAZXHBRIOTRTST4—I2LB RV — LD D BEEHBARNER /I VE
BEEEROBERIFENICEITT

Towards the comprehensive characterisation of cellular protein
complexes by Size Exclusion Chromatography

O FIIl ;&% - Lamond Angus
BoT4—KEF

RSN TOTAIIREMICLDBIEI—T Y MERFE M OB
Target discovery method for development of antibody drugs using
original labeling proteomics technology

O#ME HFE' - hll RE' - ME BB - 2R EFE? - AR PK - #L F
EREAR R FBRA - ERAE - KRAZE

AN BEEMIEEICE DIV TAaFINTaATAIVREDRH
Development of new methods for conditional proteomics based on
chemical protein modification

O HE+RARI
REBRZIFEMER. G- EMEFER

AVRISON—LEEBRELIIVNIEXFT—EDOEBERER
An interactome-based proteomic approach for comprehensive substrate
screening of protein kinases

O X% BERC - Bl 5h=
HHERFRFREFRHER



7 A 258 (KEEEH) July 25 (Thu)

215 2 (RH)
8:50 ~ 10:50

SURTr L $2-2 | Symposium S2-2
EE: BE B (BEBXZE)
BO ER (BEXE)

JOTA—LMEIZE T HNBRPY Y —XEARATER
EMHMAERFEEAN BRAERMZEFHFFEME (AMED) HE

2S2-1 FIaFInAF1)Y—RTAP I (NBRP) OEEIZDULNT
8:50 ~ 9:10 Introduction of the National BioResource Project (NBRP)

252-2 TARMEYMHARDI=HODINVIATH - T A X/NAA1)V—X
9:10 ~ 9:13 NBRP Lotus and Glycine -Bioresource for legume plant research-

OO Em' -k BE-EO0 RS- A sH#' -\ B’

TIAKRZRPN - WL KRZRERE MR EHER

252-3 RAV—hFEEADHA -SVATYERHMEOHET—FVAIUR-
9:13 ~ 9:35 Symbiont-driven control of nodulation in L. japonicus-M. loti symbiosis

O fEH FE"° - Mk B - HA 4
RABRRISAES' - W&/ (45t BIE>5—? - CREST’ - &&A%+



8:50 ~ 10:50

7 A 258 (KEEEH) July 25 (Thu)

=15 2 (R

SURTr L $2-2 | Symposium S2-2

2S2-4
9:35 ~ 9:38
2S2-5
9:38 ~ 10:00
2S52-6
10:00 ~ 10:03

ER: A R (BERXE)
B0 Em (BIEXZ)

Fiat A4 y—RTOS Y ER
National BioResource Project -Yeast

O &Il IgE" - ALK BE® - hFt KER
KBRAZ' - REXZE® - KERMZAZE

REIEFIESS / LB EDORGLSHGEBBRO LRI OTH — LEFEFT
Comparative Proteomics Among Budding Yeast Species with Distinct
Metabolic Property and Genome Architecture

O #Cik £8
BB KRE RFHE

FATHA IV RAAALTEEERDERE
NBRP-Wheat; wheat genetic resources to promote life sciences

O #HB #E - MWAH BF
REBKE



8:50 ~ 10:50

7 A 258 (KEEEH) July 25 (Thu)

=15 2 (R

SURTr L $2-2 | Symposium S2-2

2S52-7
10:03 ~ 10:25
2S52-8
10:25 ~ 10:28
2S52-9
10:28 ~ 10:50

ER: A R (BERXE)
B0 Em (BIEXZ)

ALFOEFITBEIV/AAVETIT O D BEMGENT

Comprehensive analysis of gliadin proteins in common wheat

O Jli# FERF
BRI KZEARREYFEHARR

BETFHEDRALKEMRICERT ST IR)Y—RE(H
Mouse resource infrastructure for studies of genome functions and
disease mechanisms

TR E - O AR S8 - ith R4 - fhse &R - 5 BF - Il #% - KEF D -
FrHE BE - /NE ER - ME B - WA RE
BIEZARANAT) ) — AR Z—

ﬁ%;%?)b?rbxlzzl%lféﬁ%ﬁ*ﬁ%@#fﬂ—lxﬁ&’#ﬁb“ﬂl YIR<H =R
DiEfH

Innovation of model mouse analysis by metabolic profiling using mass
spectrometry

O =% K&
R KZERIATAHIL - AH N DR



16:00 ~ 18:00

7 A 258 (KEEEH) July 25 (Thu)

=15 2 (R

URT Y L S2-3 | Symposium S2-3

2S3-1
16:00 ~ 16:25
2S3-2
16:25 ~ 16:50
2S3-3
16:50 ~ 17:15

BEE: W B (RAKHRE)
Kl B (BB

ERRERAETOTH—LHRDEK
BARBRRILF R HLHE

TIOAF—S RREZWICHET5T0T4H— LBRTOERK
Practical use of Clinical Proteomic Analysis for Diagnosing types of
Amyloidosis

O WHEF 15" - BIF HE? - LT KER® - KM £E% - RE BEiE4
BEAKEFIRERE - EAKRFRERE SR S H LS S AT B - K
RERFREGR AR AEANR2EE - RBEBASE7ION -2 RIFER
iieaboN S

BENMMEAWVEHRATIONREEEBEDORE
A novel mass spectrometric method for detecting various amyloidosis
include unclassifiable disease

O M HE" - Kbk %' - RE EM’
BEAKRPEAZIRE MR PR R ERERTREE - EARER R ERREHER
iR NEZEE - RIBERRE7IO0R—L RIRRERETEH

MAEEROTOTA—LAE
Proteomic Analysis of Therapeutic Antibody

O kg 3"
RBRFRFRELFER - RE AL ESE MM E R 2R



16:00 ~ 18:00

7 A 258 (KEEEH) July 25 (Thu)

=15 2 (R

URT Y L S2-3 | Symposium S2-3

2S3-4
17:15 ~ 17:40

2S3-5 (P41A)
17:40 ~ 17:50

253-6 (P42B)
17:50 ~ 18:00

BEE: W B (RAKHRE)
Kl B (BB

REESERORBEMRENTICEIARENRIC R DIEE
Identification of immunological reaction points by comprehensive
analysis of immune complexes

OKXKWL=E
RIBKFEGERFE (EFER)

ERBTOTH—LBITICE 5B RBED ME (4 T—h—ER
Quantitative proteomic analysis of potential serum biomarker for
osteoporosis

O hE N - At E85F' - L FEAaN - JFwe' - HB FF -8 H - &
B AAT° - RH R - EEH AL

HER AP ARERNFEFRE L 2—" - BETIAFEFEEMRNR - #ETI
R ZErh - R 2

—BENSEIREN L FRAMBROKGEMERELZAN-TOTE
J]Z YRR T OT A I Y RBMIZE LR EIEM A D =X LD fZEA

Quantitative proteomic analysis of colorectal cancer liver metastases
resistant to postoperative adjuvant chemotherapy

O Ea KB - gy i—"* - Bxr =" - EIL B - IRH £82 - HE '
EEEE-EE-FERRF - RHAPAFEELHER HLENE - NARESR
FRREEILEE L I—KENES - BHEANAE EI— DFEHESURL—aF )L
Y —FHE



16:00 ~ 18:00

7 A 258 (KEEEH) July 25 (Thu)

215 3 (RE)

ROy L S2-4 | Symposium S2-4

254-1
16:00 ~ 16:20
254-2
16:20 ~ 16:40
254-3
16:40 ~ 17:00

Ef: KT X8 (LEXF)
#IU RE (BNIKXP)

EIFAMEAENDA ., Phos-tag !

Phos-tag L =) BAE R 1\ O B DT L
Protein Phosphorylation Analysis Using Phos-tag-based Techniques

O KT BE¥
LEXRZFRFRERHFHER

Phos-tag SDS-PAGE#% F| i L 1= & {#7cyclin-dependent kinase-like 5M
EHEREEDORFEET DR A

Development and application of simple method for cyclin-dependent
kinase-like 5 activity using Phos-tag SDS-PAGE.

O Kl §—
SRR R

Phos-tagt B E R HTICKD) VEEIE S T FIVIEEED ZER
Elucidation of Phospho-Signaling Mechanisms using Phos-tag and
Mass Spectrometry

O /e BEHE
EEKE AInERFMER BHAMESERZEE 4—



16:00 ~ 18:00

7 A 258 (KEEEH) July 25 (Thu)

215 3 (RE)

ROy L S2-4 | Symposium S2-4

254-4
17:00 ~ 17:20
254-5
17:20 ~ 17:40
254-6
17:40 ~ 18:00

Ef: KT X8 (LEXF)
#IU RE (BNIKXP)

Phos-tagf##T o R 2 TET-#HLL EGFRIEMH L1848
A new mechanism of EGFR activation based on Phos-tag analysis

O¥H RHA-HBEFX-F il
EWURFRFREFEPHAR (EF)

HP1DUVEALIZXIL A —LADIEEHFELZHEHT S
Phosphorylation of HP1 controls its nucleosome-binding specificity

MR - o2 B FE? - AL ®E' - O iyl E—"?
LZEBHIAS - EREYFHEA

Phos-tagb B FHERRS T LEENHIEICELDVERIERTFRDES
HIfEHT

Sequencing of Phosphopeptides by Electron Transfer Dissociation
Mass Spectrometry Using Phos-tag

O Xl Kt
EERMBAMER



7 A 268H (&FEH) July 26 (Fri)

=51 (FE)
8:50 ~ 10:50

RO L 83-1 / Symposium S3-1
EER: IR KB (BERXKE)

AZDRT—REMEZADAVTAITAIAR

3811 AVITAITAVRIZKZONBTATA—LEN
8:50 ~ 9:05 Proteome analysis supported by informatics

O /Mh Kt - AR FiT
RRAKER- £l F - [EHEEFRE

3S1-2 Precision medicinez B89 DAY/ LAV THITAI R
9:05 ~ 9:30 Cancer Genome Informatics toward Realizing Precision Medicine

OF: :: [t
HRKE

3S1-3 ChlIP-Atlas: BX3RChIP-seqT—2D#HET—3N—X
9:30 ~ 9:55 ChlIP-Atlas: a data-mining suite powered by full integration of public
ChlP-seq data

O i# EiR
AMAKZARFE R EFHIER

3S1-4 1HIBANSV RV Tb— LB DNAA A TAITAIR
9:55 ~ 10:20 Bioinformatics for single-cell transcriptome analysis

O Bl &'
FRAYEZERR - ARAFATMER YL 22



8:50 ~ 10:50

7 A 268H (&FEH) July 26 (Fri)

251 (HE)

RO L 83-1 / Symposium S3-1

351-5 (P69A)
10:20 ~ 10:30

351-6 (P71C)
10:30 ~ 10:40

351-7 (P72D)
10:40 ~ 10:50

BEf: /MR Kt (BRAKT)

REHICBTEVFTREZBED)ETILY
Remodeling of postsynaptic density (PSD) during development

O B RIE" - fik 2’ - 23 & - NE 3’
BIL 2T MR 2Rt — BRAEMEREF— L1 - BILEHERF IBE
ERESMEL 42— £GP FRT1I= VR

EEM)UBALTATAIVRE AT/ —LIE SR
Kinome Activity Analysis Based on Quantitative Phosphoproteomics

OFN - HLEE - BE R
REBRFZRFREFHARER

IATHA—L ARA—L SURY)Tr—LGEDIIVTFAIVRAT 4
ERWRBANZ X LRI

Analysis of mechanisms of disease by multi-omics data using
KeyMolnet, an integration platform for biological information.

ORDOEE-ES XK - HLEBF - 5B FTAF - KH EZ&F - BHF MF - ER
BA KM T—4



8:50 ~ 10:50

7 A 268H (&FEH) July 26 (Fri)

=15 2 (R

URTry L 83-2 / Symposium S3-2

R 15 @8 (UMK

1340 Rl g AT T D R A

BEREYMIFE NAFAT AT AR L

3S52-1
8:50 ~ 9:15
3S52-2
9:15 ~ 9140
3S52-3
9:40 ~ 10:05

ket EiFREREZ AV~ BRREE OB EIED#ENT

Image-based Morphometric Analysisfor Evaluation of Cellular Responses

O mik &2
EEBAFAFRAIRMERRN - EEBAPRELRBERET /ST T A
A

1#ERRA LA RS AF RO Y RERIZ M (7= FHREL - ST E AT D BA
Development of sampling and analytical method for single cell organelle
metabolomics

OKE #' -2l MR- BAB—8 - T 2°
HEETAS - EEENEK® - #AEH

ST NG F I/ ZATRETICE T AR ORI £
Mass spectrometry-based molecular and phenotypic analysis at single-
cell resolution

OMFE BFR - A M - ILF EF - Eif @3’
M KZERGHEESHER - EATRETS?



8:50 ~ 10:50

7 A 268H (&FEH) July 26 (Fri)

=15 2 (R

URTry L 83-2 / Symposium S3-2

3S2-4
10:05 ~ 10:30

352-5 (P75C)
10:30 ~ 10:40

352-6 (P76D)
10:40 ~ 10:50

R 15 @8 (UMK

FOMBAERRELIZD T L EIVEGEFET R OMREILEN AR
Development and application of single-cell genetic analysis system for
rare circulating cell

O &FF #F - IREFE &R
RREIXE KRZERIZHER EagaeRFEEr

1T OTAIORZBELRPRFEEICLIMEI NV ERLER
fir D BAFE

Improvement of Peptide Recovery in Small-Scale Sample Preparation
by Water Droplet in Oil

O fafx f&E' - 1E ='2° - P EE" - X mB'>°
BEAKRZRZHRESHER - BAKXZXZREGREHAELR - AMED-CREST®

RERAIRO—LAHTE  BKERBEER/IBAAOZRIOTLTS
T4—30T LEERTDERE

A novel analytical method for large-scale metabolomic analysis by
unified HILIC/AEX/MS/MS

O A MKk - MR BR - 55 Bk - 1854 5% - BEEE - 55 g%’
AMKFERBEESHER - BT/ H—E R L4t?



8:50 ~

10:50

7 A 268H (&FEH) July 26 (Fri)

215 3 (RE)

DURY Y L $3-3 / Symposium S3-3

8:590 ~

910 ~

9:30 ~

BER: ik 18 (BAAHREEYE—)

7/ LEFORKONAMREICE ALERIKEIEET DELERM

3S3-1
9:10

3S3-2
9:30

3S83-3
9:50

RIEDERKRICRILDNAFY—h—RFK L BiELI-TOT4 — L&
Proteomic analysis for the development of useful biomarkers for the
clinical practice of sarcoma

O%HE—&
WARBRINALZ—BREES - B 5

WIEREI D INVELTFUDREN 3 FIN) VI RAER KB EREHEEITIED
TL—9R)L—
Analysis of viscous glycoprotein mucins: SMME and a breakthrough of
glycan analysis

O &L KEE
EARMAAEEANEFRRME SRR BRI

Diced electrophoresis gelixZ AWV =HRAICEITHAIRTFERBEEFHEHEE
DHFERIEEMT

Global analysis of peptide metabolizing enzymatic activities using diced
electrophoresis gel assay

O /i ' - spE H=Eg'??
ERAYASEELRAER - ERAYKEEESRFEE - AMED-CREST?



8:50 ~

10:50

7 A 268H (&FEH) July 26 (Fri)

215 3 (RE)

DURY Y L $3-3 / Symposium S3-3

9:50 ~

10:10 ~

10:30 ~

3S3-4
10:10

3S3-5
10:30

3S3-6
10:50

BER: ik 18 (BAAHREEYE—)

“REBRABETFALIEREY—A—DERFIZONT
Acquisition of tumor markers using two-dimensional gel electrophoresis

O Rif =2
tE RS EEGHEFHERRES - LEXFAFEERRFERGAEERES?

In-depth proteomics profiling of ovarian cancer ascites-derived tumor
cells for therapeutic target discovery

O /M 1§ - AL 2 - Xu Hanwen - Vykoukal V. Jody * Fahrmann Francois
Johannes + Kundnani L. Deepali - Wang Hong - Celestino Joseph - Liu Jinsong -
Lu H. KarenHanash M. Samir

The University of Texas M.D. Anderson Cancer Center

HR S —4 2 R T —AHh5Mass spectrometryi@ BT —4N—RXEA
9%V Tk 7Mutated Nucleotide and Amino-acid sequence Generator
(MuNAGe)D B H

Development of software MuNAGe which generates databases for
mass spectrometry search from NGS data

OMmEp EXE" - NUBEF - £ EF - /B F=HE - w)I=° - FH #|\E° -
# = - B & - mE K

EZAAFEEU I —FEFEVAARESE - FURKFEAZEAMBARFHE
BHEGATLESER® - B ARRE I—HEAAIEEZEN - — X e -
BEAF AR EREFTRESER St 4—lIEERYE S - BrA
MEL2—REFREGRY / LBFEM° - BEXAAME L 2—h RIGRFERC -
B AARE L 4— P RERBEHEES - JN\EYT—av i - RKEERER
RAEGERFE® - FURKEATHMEERE L 42—°



7 A 268H (&FEH) July 26 (Fri)

215 3 (RF)
14:40 ~ 16:40

ROy L S3-4 | Symposium S3-4
EE: #AX BBX (FEXERER)
ILIHE #3% (BRAERKE)

EXXEBBE M DERKREE~NDERR

3841 BRIKEREDEER~ADA /K
14:40 ~ 15:00 Impact of electrophoresis-based laboratory tests in clinical practice

O WA &=
BAERMKFRAREESF

384-2 FBRXEAZRAWEERBREIZODWT—TFAVYTALEHRIDIC—
15:00 ~ 15:20 The electrophoresis method being used in clinical examination -
Focusing on isozymes

OHEDn
BRRASHALFHER

384-3 FyEJ—BRAKBICKIMEERSE
15:20 ~ 15:40 Serum Protein Electrohoresis on Capillary Electrophoresis

O &8 g
TAHT W) O% K4t IVD BEER



7 A 268H (&FEH) July 26 (Fri)

215 3 (RF)
14:40 ~ 16:40

ROy L S3-4 | Symposium S3-4
EE: #AX BBX (FEXERER)
ILIHE #3% (BRAERKE)

3S84-4 FEHAHEOETENSTHA—RTILADEITOREER
15:40 ~ 16:00 Experience of transfer of protein fraction from cellulose acetate
membrane to agarose gel

OBFARKE - BH EA - &ith EA?
BESIAZRIRERRER -BESBRYESNERREES?

384-5 HEREZLEICERANEEONEREZE#HOATHA
16:00 ~ 1620 —MER.IgCGABEDREZBEMELT—

The advice system for recommendation of serum protein
electrophoresis based on the routine laboratory tests

O WF £F - E IR=
AEEEEN KRB L5 DHEBFTRRT

384-6 MEHBREDEYMR—IL —HIEEIGMDAEHT —
16:20 ~ 16:40 Pit hole of M protein examination -Analysis of a false low value for IgM-

OHAEHmE" - UM L= - T 2 - LD %L - B #8553
IE% KR DRERBRER - BAERKY BERREES? - R XY BERRE
Exd



13:40 ~ 15:40

7 B 248 (KEEB) July 24 (Wed)

=15 4 (D) AZIL)

—%4< 3y WS1 / Workshop WS1

1WS1-1
13:40 ~ 14:00

1WS1-2
14:00 ~ 14:20

1WS1-3
14:20 ~ 14:40

EEE: FE B (BBAZ)
FIENSHEHRAAPIEARTFRHRILEDHE
RTIFR-FRILEVHE S H4E

RIFRRIVEY DIFE
Searching for peptide hormones

O #H &
TOUTATHEEBRRE L 4— BB KXY

RTFRRIVED O EERRED fZHA
Elucidation of new physiological functions by peptide hormones

O £k &b - RS HE
ABRKE-FFEMFRER

BERAEEHREST HHRILESS) 21—
Hormonal Milieu that Defines Health Status

OF ¥ 5~
BARER KPS (EXKEE)



13:40 ~ 15:40

7 B 248 (KEEB) July 24 (Wed)

=15 4 (D) AZIL)

—%4< 3y WS1 / Workshop WS1

1WS1-4
14:40 ~ 15:00

1WS1-5
15:00 ~ 15:20

15:20 ~ 15:40

ER: FH EE (BBXE)

RIFRHRILVEVDLRATASRFREADER
Development of Research from Peptide Hormones to Steroid Hormones

OKEKRE' - 98 H8° - £HA 2" - a0 BE'
TBNIEX - &1L % - g sl - B)IEX-Emp?

RTIFRERIVED DGR ER
From Bench to Bedside

O JKH S4oh - L FAE - JbFF Fkk
BIEKE EFE ARFEE BRICRHEHFEDF

IN A,
o) it

T

o
p=111



16:00 ~ 18:00

7 B 248 (KEEB) July 24 (Wed)

=15 4 (D) AZIL)

—%< a3y WS2 / Workshop WS2

16:00 ~ 16:05

1WS2-1
16:05 ~ 16:26

1WS2-2
16:26 ~ 16:47

1WS2-3
16:47 ~ 17:08

B W&E B GRILFBRRA)
alE RR REKRZF)

EEREOGSWNTOTAIVREEEHTSH !
L-RIEDFRS-REDHRE—

=0 a3y DEEHRHA
O BlERR

Center for iPS Cell Research and Application, Kyoto University

Pros and cons of isobaric tag-based proteome quantification

O fIE k' - HEE' - NRBE - BEFE - Pl HFHA
Center for iPS Cell Research and Application, Kyoto University1 - Graduate School
of Pharmaceutical Sciences, Kyoto University2

SILAC £ - Pros & Cons
SILAC - Pros & Cons

OSSR ZEE

RBRFRZREREFZHRE
EETATAZVRICKLKBBRIVNVEEENH

Targeted proteomics of enzyme proteins using MRM assay methods

O M $4
RIRAZ KRG RE LR



16:00 ~ 18:00

7 B 248 (KEEB) July 24 (Wed)

=15 4 (D) AZIL)

—%< a3y WS2 / Workshop WS2

1WS2-4

17:08 ~

17:29

1WS2-5

17:29 ~

17:50 ~

17:50

18:00

B W&E B GRILFBRRA)
alE RR REKRZF)

ZW ! BB —FAR->TERGINILI—EE
Cheap and Easy_Revival of Label Free Quantification.

OREBRE -EHFFX BN AEZF-BAEEKI-EBE &
EERMNBRATER AIES>FTOI774) 0T HE 22— (molprof)

Data-independent acquisitionlZ&AEETATAIIR
Data-independent acquisition: a new approach for quantitative
proteomics

OBEFH-wMmKRZ
YCI Laboratory for Trans-Omics, RIKEN Center for Integrative Medical Science
EETOTAIVABMDFELHESEDEE

O &% &

YCI Laboratory for Trans-Omics, RIKEN Center for Integrative Medical Science



850 ~ 10:50

7 A 258 (KREEB) July 25 (Thu)

=15 4 (D) AZIL)

—4<3v7 WS3 / Workshop WS3

Ef: B X (BEXF)
T E RRER KX

BEEMFORKBE FUN\VEILKRBEDREHT EDER EEHSEH

2WS3-1
850 ~ 9:10

2WS3-2
910 ~ 935

2WS3-3

9:35 ~ 10:00

XIRERBEBRTOA) VM TA)YM EYRILEVERIGERDIEBEE
IR F D FFE

Structural Basis for the Regulatory Mechanism of Strigolactone
Signaling by Novel Chemical Compounds

B

O T £
RRERXKE

RIEBEMNEBRE DPX—BioSAXSHHEBEMITDIRRESRORE
Structural study using combination of PX and Bio-SAXS; its usefulness,
problem and future perspective for SBDD

O M &+
REEmMBARM KPR E L InE AR ER

BEROBERBERT NAFIEMNS FOEERRICETHKRRFOR

&

Structure analysis of an enzyme at high resolution: Role of hydrogen
atoms in substrate recognition of an anticancer target

O H#t it
RRAXRZFRFRTEHE



850 ~ 10:50

7 A 258 (KREEB) July 25 (Thu)

=15 4 (D) AZIL)

—4<3v7 WS3 / Workshop WS3

2WS3-4
10:00 ~ 10:25

2WS3-5
10:25 ~ 10:50

Ef: B X (BEXF)
T E RRER KX

XIMEREBEFL—F—ZIEALEZAU N\ E OB REE R
Tracking protein motions by XFEL crystallography

O i#if %#—"°
Osaka University', JST-PRESTO?

BRI FERTOREEER -KEKIZE T2 HBEFMAEISAAEFEMED
b EIFEFIELT

Case studies of single particle analyses in KEK

O RiE KE
SBRC, IMSS, KEK



16:00 ~ 18:00

7 A 258 (KREEB) July 25 (Thu)

=15 4 (D) AZIL)

—%< a3y WS4 /| Workshop WS4

B A FHEL (ALINKF)
E# (88 (BIEKF)

EETOTAIVRIZE T HNEIRLED £ & L iTEEE

2WS4-1

16:00 ~

16:15

2WS4-2

16:15 ~

16:35

2WS4-3

16:35 ~

16:55

BESELLREFRESIV /N VEICRIEMEETATAIVR
Highly multiplexed artificial standard proteins for protein absolute
quantification

O a7 HE&L

Medical Institute of Bioregulation, Kyushu University

BRIV INVBEER AT LICE S THEEL-NEIEERTFRO2—7y
FTRTAIVZR~ADFIHA

Application of internal standard peptides generated by cell-free
synthesis to target proteomics

OBEBRT -HZAEBEF - ZEEF -HER - B ' - BFKkER

EEEAMR - RE-BEMEAIOTA—LUH—FTO oM - BICEHRAT £ daE
REHEtE 4— Bl I IBESHEMETF—L% - RBREAZREZHER HEI
EHFS

FRMBERTFRNAAT—H—DERKICAZBIELT—REFEZRALV-
BENMITIIEEEDRARE—

Clinical Application of Novel Serum Peptide Biomarkers - Development
of Mass Spectrometry-Based Quantification Using Internal Standards -

O Bl ExE#e
BT 7UOFERRZRER RE/N\AMFI—h—- 12857 FHl =



16:00 ~ 18:00

7 A 258 (KREEB) July 25 (Thu)

K15 4 (D)RZ)L)

—%< a3y WS4 /| Workshop WS4

2WS4-4 (P89A)

16:55 ~ 17:10
2WS4-5
17:10 ~ 17:30
2WS4-6
17:30 ~ 17:50
17:50 ~ 18:00

B A FHEL (ALINKF)
E# (88 (BIEKF)

NEREICLSERE - BREEERNICRITL-7I0—F
An Approach Toward Quantitative Proteomics with High Accuracy and
Sensitivity Using Internal Standards

NEREERTFRTHAUEBERBE~ ATEGTFER~
Flexible standard peptide design by Gene Synthesis

O EBREA
A—RAJ1oTT /I ABAER]

AR TOTA—LEENT=HDQCONCATERR/N\I1TSA>
MEERCAT: A QconCAT biosynthesis pipeline for global
quantification

proteomics

O K7 158¢

BRRKF

=)

7N
A

o



7 A 258 (KEEEH) July 25 (Thu)

2151 (F@E)
12:00 ~ 13:00
Z2Fa>t3F— 2L-1 / Luncheon Seminar 2L-2

Y—EJ49ov—HB AT T4V

2L-1 Enhancing Proteomics Research: Orbitrap Fusion Lumos with FAIMS
Pro Interface

O BIF #XER
H—E T4 —FAIoTAT00 0% RSt

=15 2 (R#t)

12:00 ~ 13:00
S Fart3F— 2L-2 / Luncheon Seminar 2L-2

EERERR

2L-2 ZERIEZSYVJ(MRM)ZEZAW-ZLEBEHRDOD-7I/BOH

OFH KT - BHE'"- =K' - ME B’
HEBREESRFAREHER - SR



7 A 258 (KEEEH) July 25 (Thu)

215 3 (RF)
12:00 ~ 13:00

Z2Fa>t=F— 2L-3 / Luncheon Seminar 2L-3

I—IL7—)l

2L-3 XN —F—N\—OHWEBRAEATOTAIHVRE A[REIZT /N1 RIL—T vk
+/HPLC EVOSEP ONEDEM B LUV 7TV r—avDBN

Novel nanoHPLC technology which enables high throughput clinical
proteomics without carry over: Mechanism and Application

O Erik Verschuuren
EVOSEP



7 A 268H (&FEH) July 26 (Fri)

=51 (FE)
11:45 ~ 12:45

Z>Fa>t=F— 3L-1 / Luncheon Seminar 3L-1

I—E—HYA4IYIX

3L-1 SWATH® Acquisition Z i FAL 1=k R IES D 2 FEERMER

O Hni# 2
BWKE EZRPRR

=15 2 (R#t)
11:45 ~ 12:45

S2Favt3F— 3L-2/13 / Luncheon Seminar 3L-2/3
TINH—v\y
3L-2 PASEF [2&5YavbHrTOTAIVR
O R RE
TIWNH—Dv Uttt
3L-3 AFUEEUTARDBICKYINET SEREENTOTA — LG

O /M A5

RERFZKRZF



P1A
(181-5)

P2B

(181-6)

P3C

P4D

P5A
(1S2-5)

QCONCATEIZK DM MFKRMSAMI—LDEETOTAIVR
Quantitative proteomics of tomato glandular trichomes using QconCAT

O K# XF - Fill /5 - K7& 882

BRKF

NAXTI—N—BU N VEEEICLLIB AT AT LDFEIL
Establishment of a Model System for Estimating Multiple Functions of Food
Components Based on the Quantitative Analysis of Biomarker Proteins

O KH & - ERBA - KE BF - Kt EC - R B—
BIBEKXFE XFk RFMRE

ERARIVINVEIZLDEREDE

Identification method for Animal Furs with a protein component of animal hair

OMARH -mEaL -ARRE - 2E R -1 =2
— B AR A=y Y RE o 2" - BEA K

TOTA—LBITICKDIRTIMEFREIZE T53=Jx) VEIE AR IEFHDRKYIAH
Proteomics Analysis to Select Candidates of a Coniferin Transporter in
Differentiating Xylem of Poplar

OFILE -WMERB—'-x&—%°- 55 £7° - &3 —&
FIEAFESLEHR - RBKXPEFERER - RHAFASEELHER

Zlg;;%ﬁxhbxvvxwxﬂﬁﬁgéﬁ%tL,f:’a%ﬂ’at;ap/ﬁb%ﬁmﬁmtﬁﬁ
7]

Comparative analysis of post-translational modifications including proteolysis of
proteins in mouse cerebral cortex under the restraint water stress

OMEB="-FE AR -0 2" - wH2" - EEEe8° - e - s aE™
GtERFESMyESE - LBEXY ERE 28 BYE - LEREEFEHELS® - LBEXE
BB EE T OTAIIX L 8—1



P6B
(1S2-6)

P7C

P8D

P9A
(281-3)

P10B
(251-4)

D UBAE R N ERIRNGEERIKBN 7 ILE LR BE
Phosphoprotein Gel Stain by Fluorophore-labeled Phos-tag Derivatives

OEXE - AT BXRF AT &HA - /hith &
LEXRFRFR ERERBAHRE EXD FHREMNFHEER

THO—RZRABRKEEICLDE BEMH A D LLE T OTH — LT
Comparative Proteome Analysis of Muscles from Various Arthropod Species by
Agarose Two-dimensional Gel Electrophoresis

Tk EKX - PR EX - O KA\ EE
FEERFEZE

FEEMEHTHO—RTILERKEELEOVT—LYRICKET7IAMRBEEHERD S
BESHTEDEE

Separation of amyloid beta fibrils after by a combination of the non-denaturing
agarose electrophoresis and the congo red dye

O B JFXR - NIIF #F1id - BF 3¢ - B &R
BRRKRF

EETATAIVADBRES LIV EEMRR LE BIEL-HREMBEFHEEDRFE

Optimization of Phase Transfer Surfactant Cocktail for Quantitative Proteomics

OF)I EEL" - 1A ="2° - gk 5E - 35 EE"2° - A e
BEAKRSFRYIRESH AL - SR KY KPR £kl ¥’ - AMED-CREST?

HAZXYPBRIOTNT ZT4—I2EB) R — LD R EELHRRNE 2V N VBEEESERD
MR RARAT(ZE T

Towards the comprehensive characterisation of cellular protein complexes by
Size Exclusion Chromatography

O &Il A% - Lamond Angus
FoT4— KF



P11C

P12D

P13A
(281-5)

P14B

P15C

Analysis of secretome in serum-containing medium by BONCAT

O Shin Jihye' - A%t ¥4 - £8 K% - Lee Cheolju® - 2 BAF*

Advanced Medical Research Center, Yokohama City University' = Gunma Paz University* -
Korea Institute of Science and Technology3 » Dept. of Microbiology, Yokohama City University
School of Medicine*

RAVOKBH T TOEEEDIMKAEIZEDINTFRER
Peptide Formation by Protein Hydrolysis Reaction under Microwave Irradiation

OEHEZN - KN 51 - 5H RER2- RE =3
AT ELS" - SAIDA FDS? - R+)L°

RN TATA IV RBEMIC&BRIFEI—T Y MERE M DO BF
Target discovery method for development of antibody drugs using original labeling
proteomics technology

O#A FE -l H=E"- MEEH - ZALETE?-BRHAKP - HLE ="
EEEE-EE-FEWRA - ERAY - KRKSS

FAEKIRERITOLEODOE 1 —OT A UERBRTFR RO R
Enrichment of puromycin-labeled peptides for large-scale analysis of nascent
polypeptide chains

OAWfE - SERESE-MUEE - BER
REBRFRFREFHARH

EEMNUBILTOTAIVRIZESZMTORCI FHRDFMNARED T+ IL DR
Quantitative Phosphoproteomics Revealed a Novel mTORC1-FOXK1-CCL2 Axis
for Cancer Progression

O shigilg ¥—" - WA Hi® - R ET - Pl -7
BEBHILKZ - AMKE



P16D

P17A

P18B

P19C

WEITOI74 T D EEEDRA
Realization of our dream: toward full-automatic glycomic profiling

EEHT - EmECTR - MEER - BE X - NBE-HIE-ETEF - LB H
th? - NRIR EEC - ohR IR - BE B2 O AB I

Biotechnology Research Institute for Drug Discovery, National Institute of Advanced Industrial
Science and Technology1 * Precision System Science?

Glyco-RIDGERR I EMMEHMA ATV AT LOHR
Improvement of glycoprotein site-specific glycan analysis system using Glyco-
RIDGE method

oMz - B@ HOS" - BYIEF - BEEWE - A TR - # % . 4@ /X2 -
EA K - = Emr°
EERMBEMER - BESBRY? - N1F4U58 R —15E3

MR T —CEBERTEEZOMFKLEENET ) VBRILD T T ILBITA~DIEA
Development of novel method for identifying kinase endogenous substrates and
application to mutant substrates analysis

St

O #its Hth - §R &% - TsaiChia-Feng * HILEX - A&
R#MAFEFEHTRFR

EQ-ZEAMMBEERAEMTORZE -HaloTag#ALV=NAPPAL/NN—a—FT 425
AT

Development of protein-protein interaction profiling technology HaloTag-NAPPA
and HaloTag-based barcoding

O &g " - B A - NI RE> - A BXR - KR - BEL &X' - 5HE - EH
B IR FEC - X BT - M 22X - Wm0 =Tt - R i

Laboratory for Integrative Genomics, RIKEN' - Laboratory for Prediction of Cell Systems
Dynamics, RIKEN Center for Biosystems Dynamics Research? - Laboratory of Chemical

Bioscience, Institute of Biomaterials and Bioengineering, Tokyo Medical and Dental University3
- Common Facilities Unit, Compass to Healthy Life Research Complex Program, RIKEN

Cluster for Science, Technology and Innovation Hub? - Laboratory for Skin Homeostasis,
RIKEN Center for Integrative Medical Sciences® - Department of Dermatology, Keio University
School of Medicine® - Laboratory for Chemical Biology, RIKEN Center for Biosystems
Dynamics Research’ - Laboratory for Immunogenetics, RIKEN Center for Integrative Medical
Sciences® - JST PRESTO®



P20D

P21A

P22B

P23C

2R8FERID T FTHIVER BRI S/ONT-22 IV EDOFIRRRIEL D RE
Comprehensive analysis of post-translational modifications on the proteins from a
28, 000-year-old woolly mammoth

O flil Bth' - kH RF - I —k" - BB - REKE - mEES’-=54F KB
%" - Kolodeznikov Igor 13 - Protopopov Albert V.2 + Plotnikov Valerii V.° - #i3 £E' - =4
E'- A Mt - AS 8§

EEAZKFREMBIEHER - R RSP EIBHFTRESTHFIER - Department of Mammoth
Faunal Studies, Sakha (Yakutia) Republic Academy of the Sciences®

2H8FERIDTFTHAIVERDHAMBEEREBOTOTA —LEN
Proteomic analysis of muscle and bone marrow tissues obtained from a 28,000-
year-old woolly mammoth.

OXHARE - EAME - REHE - ®HEF - @i gt - 1L —x" - 0k B2° - =4
£" . Kolodeznikov Igor I.> - Protopopov Albert V.* + Plotnikov Valerii V.* - #i3f £&' - =&
E'- R’ - As 85

RS RSERAMETEHER - FRRPEBRITHRSHER - Department of Mammoth
Faunal Studies, Sakha (Yakutia) Republic Academy of the Sciences®

1R FBREETOI7AI T ILHEEBAERROESRERT
Single Enzyme Activity-based Protein Profiling - A Methodology for Ultra-sensitive
Detection of Disease-related Alterations of Enzymatic Activities

OlRA EME" - /A # - BB Hth® - E B - # 1+ X&' - )10 k' - ) FE - BB 5=
. IR HRES - KA —X - B 11700 - EE mE@0

HARRE - R - mARI® - WKERE - KIREX® - BXVAFRE 42— RERS - B
MNAEUA—TRERR - BRI ETOSSL - BARKRE® - AMED-CREST™"

EEMRIGTOTAIVRICKBEIVINIES 2T 12T A LD KIRIEAEHT
Quantitative terminomics for large-scale identification of cleavage sites generated
by ectodomain shedding

O il F1#'° - 3R BH - A BA” - BILES - BRA K
BEZSBAZ - RHAP



P24D

P25A

P26B

P27C

P28D

FFRINDTOTH—LBITICKLIRNBEAN=XLDHETE
Time series proteomic analysis unravels the mechanism of dry skin improvement

O/ #" - e F"° - |l gE'
Ttk - BITRSEHER? - £WREHER - RXU7 7SR

HARYFZ T EE 0T (XL-MS) 2L ANF1EERERFTCTPEERBRE F#
DEEERRHX DR

Elucidation of the interaction between NF1-associated factor TCTP and
translation elongation factors by cross-linking Mass Spectrometry(XL-MS)

O \AR BN - /IMk K#et - fEH &% - TR T
RAXRZRFREGHFIMES EXLEH BEEFSH

R E R ARHIELGCeLC-MS/IMSEZE A B O E AV NV EFERKXDOLLER ST
EDWEILENA

Comparative Analysis for Posttranslational Modification and Proteolytic Profiles by
GeLC-MS/MS Method coupled with Stable Isotope Labeling

OFH AR - #H =" -+ Bt - a2’ B =° - £ 4 - hF 5™
tERSEFMYESE - LBEAFELSTRBENTS - LEASERGEL KRBT
MEE® - tBERFESEHBEE I OTFAIIRE 42—

IOV)—LRNBEIVINIEDAL/TIEAEE
Immunological-based Quantification of Exosome-enclosed Proteins

O 518 HBiE - A% BEF - EIS ZKXE - +8 &4
BAFHEFEITELZ—

BREINAR =TT OTAIVRICHIT-IFEREEEDRF
Development of the label-free quantitation proteomics platforms with deep, robust
and fast workflows

O T T - #2M &% - L% JIE° - Nicolai Bache* - &0 Bift' - 4k &=Ed - Mg w1 E° -

Ik R
BRXEHATAHL-TATHRI—T" - TLHA—Dv v e’ - T—TL7— LRS-
Evosep Biosystems Co.*



P29A

P30B

P31C

P32D

P33A

ERERFc-MyctHHEERT 2N\ VEDMRNGREEEDRHFE
Development of an effective method for identification of proteins interacting with
c-Myc

O I\ FE - K HaE - Fl H—
MK EARREHEFZR

E/)AD)AXYES)—hSLEFRWNEZERORTFREOLCHBEEMSIEREIZHE TS
AR/ —ILBEIHEDOER

Impact of Methanol Mobile Phase for the Peptide Separation and Detection on
LC/MS Using Monolithic Silica Capillary Column

O/ RE - E EB
EftIsAsH

= & D MicroFlow LCIZ &k 57— 70—%4¥i589 % 1= & [ZData Independent
Acquisition (DIA) D RR{E D FFE

Accelerating DIA studies to extend workflow utility, using fast microflow LC
gradients

O LM %' - # 1L =" - Morrice Nick? - Hunter Christie®
K.K. AB SCIEX' - SCIEX, UK? - SCIEX, USA®

MALDI-TOF-MSH# R v IR D6-RIL T L FEEDHFHETOT A — LT~
D It A

The availability of 6-bromoferulic acid as a novel common-use matrix for MALDI-
TOF-MS in proteomic analysis

RAR - OEEME - HO KL - HAREKF - X £ - Bl F° - A 28° -
RA H
BEERKE - WA

nanoLC-MSZRW\f=A 22T N B DEERZ S B fEAT
Analysis of intact protein PTMs by nanoLC-MS

O Ml £F' - FEHF? - thk T2 - Ik &% - f1A E8° - @ 57
BEBRFNSVRIA—T T4 T EGHFHEARWPI-TOM) - BEHERKS? - (B EfFET®



P34B

P35C

P36D

P37A

P38B

Identification of the O-GalNAc glycoproteomes related to the malignancy of
Cholangiocarcinoma

O Detarya Marutpong™? - /M#k K48 - Sawanyawisuth Kanlayanee'? - Wongkham Sopit'? -
Silsirivanit Atit"? - Wongkham Chaisiri'? - A& 4;T°

Department of Biochemistry, Faculty of Medicine, Khon Kaen University1 » Cholangiocarcinoma
Research Institute, Khon Kaen University2 - Department of Tumor Genetics and Biology,
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Development of a method to analyze glycopeptides using sialic acid linkage-
specific derivatization
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Optimization of the proteome balance to increase the growth rate of budding
yeast
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Proteome-wide analysis of bacterial cytosolic protease deletion mutants
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Peptidome analysis for the murine small and large intestines
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Establishing the workflow of biomarker discovery by urine peptidomics.
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An approach toward high sensitive and comprehensive proteomic analysis by
integration of unique peptide-tags
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Quantitative proteomic analysis of potential serum biomarker for osteoporosis
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Quantitative proteomic analysis of colorectal cancer liver metastases resistant to
postoperative adjuvant chemotherapy
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Optimization of sample preparation methods for proteomic/phosphoproteomic
analysis of small tissue samples
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Comprehensive analysis of post-translational modifications on myeloperoxidase
from patients with ANCA associated vasculitis.
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Development of dried blood spot proteomics method focused on membrane
proteins
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Glycomic and Glycoproteomic Approaches for Development of Novel Glyco-
Biomarkers of Cardiac Fibrogenesis Using a Mouse Model of Dilated
Cardiomyopathy
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Biotechnology Research Institute for Drug Discovery, National Institute of Advanced Industrial
Science and Technology' - Omics Research Center, National Cerebral and Cardiovascular
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Urinary Microalbumin Quantification System Combining Mass Spectrometry and
Automated Preparation
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The Effect of Intestinal Bacteria Reduced Conditions on the Mouse Brain
Proteomes
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Functional analysis of EMT-related protein
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Comparative Urine Proteomics of Child and Adult Healthy Volunteers by SWATH-
MS analysis
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Proteomic analysis reveals the gut microbiota as a novel regulator of host trypsin
protease
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Trial LC-MS analysis with a short gradient time for proteomics of multiple samples
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Comprehensive phosphoproteomics from single endoscopic biopsy of gastric
cancer
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Extraskeletal Osteosarcomas exhibit distinct kinase activity profiles and drug
response compared with osteosarcomas
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Effects of Loss of P-glycoprotein on the Proteome of Human Brain Capillary
Endothelial Cells.
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Comprehensive analysis of the effects of high-fat diet on protein abundance in the
mouse liver using SWATH acquisition method.
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Development of Retrievable Molecular Target Drug using Diol-binding tag
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Human Plasma Proteomics beyond Mass Spectrometry-Integration with
Lipidomics
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Proteomic analysis of the trophic factors derived from adipose tissue-derived
multi-lineage progenitor cell (ADMPC)
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Analysis of tyrosine kinases involved in cancer microenvironment
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Proteomic Analysis of Human Myocardium in Heart Failure with Preserved
Ejection Fraction.
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Methyloproteomics of the maintenance and differentiation of glioma cancer stem
cells
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Centre of Molecular Medicine and Biobanking, University of Malta' - Department of Tumor
Genetics and Biology, Graduate School of Medical Sciences, Kumamoto University?
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Diurnal variation of receptor tyrosine kinases in peripheral tissues

OLBE Wi - HEBEF -RABL-EF & - HILES
FNKRE - BaK?

€IZT4vaZ&E®TIVELIZFALURBRL D A B EEAZ T
Studies on Post-Translational Modification by Tyrosine Sulfation Using a
Vertebrate Animal Model, Zebrafish

OBMFEA"-BABA - aEME% - = Ex"° - 813 E&"* - Liu Ming Cheh® - k3% I
— = =] 1

- R [5—

T KRS - JA TISEFE? - BHEAAEUA—TFEFRS - B KEIOVT474 - FLR
K 5k S

FIRERE B E BN SHBEL M/ N T OT A —LET

Proteomic analysis of serum extracellular vesicles from thyroid cancer patients
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Acquisition of Sero-diagnostic Markers for Epithelial-Mesenchymal Transition in
Lung Adenocarcinoma
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Profiling the metabolic signature of cellular senescence by DIA-based absolute
quantification method
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Approach to in-depth comparative analysis of cerebrospinal fluid aiming at
functional status monitoring of the brain

Ofm & - #HF =" - e’ g - HhFasg"’
FtEASELIyESE - B ASESLIELS - LEXRPESEMERREIOTAIVIRE
=3

FHEHIBITIFITRRIBEDUETIVY
Remodeling of postsynaptic density (PSD) during development
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Improvement of protein identification accuracy using posterior peptide sequence
tags
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Kinome Activity Analysis Based on Quantitative Phosphoproteomics
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Analysis of mechanisms of disease by multi-omics data using KeyMolnet, an
integration platform for biological information.
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Hunting of MS/MS peptide fragment profiles of human missing proteins stranded
in the public proteome database
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Network-assisted Ligand-Receptor Interactome Highlights the Microenvironment
Niche for Adipocyte Differentiation
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Graduate School of Pharmaceutical Sciences, Kyoto University1 + Graduate Institute of
Metabolism and Obesity Sciences, Taipei Medical University2
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Improvement of Peptide Recovery in Small-Scale Sample Preparation by Water
Droplet in Oil
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Graduate School of Pharmaceutical Sciences, Kumamoto University1 - Faculty of Life
Sciences, Kumamoto University2 - AMED-CREST?
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A novel analytical method for large-scale metabolomic analysis by unified
HILIC/AEX/MS/MS
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Development of an integrated single-cell isolation and sample preparation device
for single-cell shotgun proteomic analysis
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Evaluation of the Sample Preparation Methods for Mouse Oocyte Proteomics
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Evaluation of usefulness of TRAP1 as a predictive marker for adjuvant
chemotherapy in lung adenocarcinoma.
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Exploring novel bioactive peptide candidates in human plasma
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Development of the immuno-MS work flows for serum biomarker quantification
using the antibodies immobilized on the magnetic beads
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Error range of quantitative proteome LFQ (Label free Quantification).
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Quantitative Proteomics by LC-MS with round-robin analysis of all isotopic signals
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Comparison of interference effect across different LC-MSs and optimization of
data acquisition method in TMT-based analysis
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Application of ion mobility for TMT quantification.
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Comprehensive signaling pathway monitoring using IS-PRM method
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Optimized Method for Large-scale SRM Analysis by More Than 1,300
Synthesized Peptides in Human Plasma Extracellular Vesicles
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SDS-induced oligomerization of toxic component Phospholipase A2 in shake
venom
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An Approach Toward Quantitative Proteomics with High Accuracy and Sensitivity
Using Internal Standards
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Influence of the N-Terminal Amino Acid Sequence on E. coli Cell-Free Protein
Expression
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Absolute and multiplex protein quantification method using cell-free protein
synthesis and mass spectrometry
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Optimizing a strategy for conclusive validation of protein identification by mass
spectrometry using cell-free synthesized concatenated peptides
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