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Annual Meeting of the Japanese Proteomics Society (JPrOS) 2017
(JHUPO 15th Conference)

Annual Meeting of the Japanese Proteomics Society (JPrOS) 2017 (JHUPO 15th
Conference) will be held at Hotel Hankyu Expo Park in Suita City, Osaka Prefecture
for 3 days from 26th to 28th July. Thank you very much for all the people involved in
the company who cooperated in exhibitions, luncheon seminars, advertisements
etc., those who attend the meeting and those who cooperated in the management
and planning of the event.

The theme of this meeting is "proteomic explosion — medical innovation ". In this
meeting, | would like to discuss how to revitalize the proteome research in our
country, and how to innovate medicine using the technology of proteome research.
We are planning to set up sessions on Clinical Proteomics, Pharmacoproteomics &
Drug Development, Technological Advances, Basic Biology, Computational
Proteomics, Proteomics of Body fluid and Systems Biology. Furthermore, on the
afternoon of the first day (26th), we are planning a technical education seminar to
introduce analytical know-how for researchers who start proteome and those who
have experienced proteome analysis as well.

We invite Prof. Akhilesh Pandey who is doing energetic work in the field of clinical
proteomics, Prof. Benjamin Cravatt, a leading expert on drug discovery proteomics,
Prof. Steven Pelech and Dr. Benjamin Ruprecht who is working on
phosphoproteomics for clinical application. We also invite Dr. Cheolju Lee as the
exchange program between JPrOS and KHUPO.

In addition to the special lectures, symposiums, poster sessions, we will set up an
evening session for companies to introduce their own products and research.
Furthermore, we are planning social gatherings for the participants to deepen their
friendship.

We hope that experts, young researchers, graduate students and many other
people who are interested in proteomics join this meeting and utilize this
opportunity for advancement of their research.

President of Annual Meeting of the Japanese Proteomics Society (JPrOS) 2017
(JHUPO 15th Conference)

Takeshi Tomonaga

(National Institutes of Biomedical Innovation, Health and Nutrition)
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Oral Presentations

(Room 1: Orbit Hall B1F, Room 2: Gekko 2F)
Plenary lecture: 30-40 min (incl. discussion)
Award lecture: 20 min, Young investigator award lecture: 10 min
Symposium: 10-30 min (incl. discussion)
Educational seminar: 30 min (incl. discussion)
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avoid trouble due to incompatibility. Please bring the AC power adaptor for your
computer. A VGA cable is prepared for use. Make sure to test your data projection in the
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BEERDAN

THIEDY VRI T LDEE B I5DFICIIRIZICHBBL LLEL, 24 LF—/\—FEH
BRAICTRABLETH. ETHEUCICERRNGREERIIERIC—EWNLE T,
ATV 21—V Z2A FTIDT, HREEF BBV LET,




RARZ—FHFKICDWNT

RABZ—2IBIIEKEEB1F [A—Ew fR—IL2] TY,
RAZ—R— FOKXETIIEOcmM,. BHE210cmTY,
EEEE I\ Q77— ORI HIFITEY £,

RRAZ—ZBEHE

7827H (K) 9:00~9: 30

RRAZ—#BRBEE

7827H (K) 9:00~7H28H (&) 17:00 (2HM)

RAZ—FRLN - B (VT2 IHR)
RAZ—RRIGERDETOE L. LUTORBHRICHER - 55HmZTVET,
1P 1HE7H27H (K) 13:40 ~ 14:45

2P----2HE 7A28H (£) 12:50 ~ 13:50

BRE HER3D HW2OTI.

NAR—FHERDIN

FRSARIE CICCEEDRAZ —mlcFE L T<IEEL,
RAZ—HRDODHFHN SRR MRAZ—EZ RV, REREBICKRELET,
RAZ—DEEIFLUTORBICHE L TREW,

2BB 7H28H (£) 16:00~17:00

BETNGEVRAZ—IE. FEBERTLDOVWLLETDT, FHTTEILEL,

AT VITEEDAN

MBEEBICHF EBFITODNTRAZ—T A AV aVvETVET,
THBE 7827H (K) Bi¥ 1340~ 1415 #¥ 14:15~ 1445

2HE 78288 (&) gi¥ 1250~13:20 #% 13:20~13:50

BEEAS DRI E CICTIHYHDRI Z—RIFE L TLIREL,
BEORKXBREIE FBR3ID M9 TY. ETRERICC—EWLE T,

Information for poster presenters

Poster
Poster board size is 90 cm wide and 210 cm high. Posters must be in place on the
scheduled day (the poster number is indicated at the top of the board).

From Thursday, July 27, 9:00 to Friday, July 28, 17:00 (2 days)

Poster Attendance

Presenters should attend their posters on Thursday, July 27: 13:40-14:45 (1P) or on
Friday, July 28: 12:50-13:50 (2P).
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GDJPOST
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Corporate



78278 (KEH) July27 (Thu)

AEE2FEE2
17:50 ~ 1840

EBHTHBEN/ Technology Introduction of Corporates

ER: #HH #Fe TATI7RARE)
At RE BERHIIAE)

IN-01T 1750 ~ 17:52 BMG LABTECH ¥+ /\>

IN-02 1752 ~ 1754 Bt KM 7—4

IN-03 1754 ~ 1756 sainome &%t

IN-04 1756 ~ 1758 SCSK #kA =1t

IN-O5 1758 ~  18:00 7 S A ki G i

IN-0O6 1800 ~ 1802 A7+ ALK

IN-07 1802 -~ 1804 I—IL7— IVt

IN-08 1804 -~ 18:06 RIFSEMA ST

IN-09 1806 ~ 18:08 —MRMEEN  AEFYE SIS

IN-10 1808 ~ 18:10 MM T A — - Tv )\

IN-TT 1810 ~ 1812 MRAEHT—IATI—74/09—X

N2 1812 ~ 1814 O—YRFY/OY—#Ra

IN-13 1814 ~ 1816 =TIV A IV A=

IN-14 1816 ~ 18:18 EMML MRS

IN-15 1818 ~ 18:20 HRARHAT T L

IN-16 1820 -~ 18:22 BRIV T -1V

IN-17 1822 ~ 1824 KBm BEEM N =4t

IN-18 1824 ~  18:26 ZE) Bt /N4 b0z v U AR

IN-19 1826 ~  18:28 TA4— 7=l AR

IN-20 1828 ~ 1830 Het— PSR

IN-21 1830 ~ 18:32 NIV« AVINZ— - T I\ UK ST

IN-22 1832 ~ 1834 74V oA e

IN-23 1834 -~ 1836 TIVA— « LIV b =0 Ak A4t

IN-24 1836 ~ 18:38 R EJYy R4 T At

IN-25 1838 ~ 1840 MAESHATHIV s TOTARI—T
/BRI SE0V HE)

Happy Hour

BEDHR EXRT - BEADOHBELSLHEFTETOP. BHICERT 5cdDty 3>
T, FU>OEBDEHZRAELET,

This event is intend to promote discussions among participants from universities,
institutes, and companies in a relaxed atmosphere. Free dink and light snack will be served.



Plenary Lectuer and

Award Lecture Program



78278 (KER) July27 (Thu)

2B1 (F—Ev bKR—IL 1)
11:30 ~ 12:10

1PL-1 #B%#5587% 1/ Plenary Lecture 1
EE R ¥ (EXER - BF - REWEA)

1PL-1 Improved sensitivity and specificity of proximity-dependent
11:30 ~ 12:10 biotinylation approaches for interactomics

OAkhilesh Pandey
Johns Hopkins University School of Medicine

15:00 ~ 15:40

1PL-2 $B%#5587E 2 / Plenary Lecture 2
BE /A S (T et

1PL-2 Activity-based proteomics — protein and ligand discovery on a
1500 ~ 1540 globalscale

OBenjamin F. Cravatt
The Scripps Research Institute

1550 ~ 16:20

1PL-3 $BFF5EE 3 / Plenary Lecture 3
R A & (EIHAMRELE > 22—

1PL-3  Mass spectrometry-based (phospho)proteomics uncovers
15:50 ~ 1620 mechanisms of intrinsic and acquired drug resistance

(OBenjamin Ruprecht™*, Chen Meng', Martin Frejno’, Jana Zecha',
Esther A. Zaal?, Alexander Hogrebe?, Wei Wu?, Celia Berkers?,
Simone Lemeer'?, Bernhard Kuister '

Technical University of Munich', Utrecht University?

*Current address: Merck Research Laboratories



7R 28H (&#R) July 28 (Fri)

2121 (F—EvbKr—IL1)
9:00 ~ 930

2PL-1 $B%%5E5% 4 / Plenary Lecture 4
EE A& T (RHXE)

2PL-1 Mass spectrometric analysis of cell line secretome and its
900 ~ 930 application to biomarker discovery

OCheolju Lee
Korea Institute of Science and Technology

1045 ~ 11:25

2PL-2 #B#5587® 5 / Plenary Lecture 5
B A& & (RBXF)

2PL-2 Structure-function Analyses of the Catalytic Domains of Eukaryotic
1045 ~ 1125 Protein Kinases

OSteven Pelech'?, Shenshen Lai?, Javad Safaei?, Lambert Yue?
Kinexus Bioinformatics Corporation’, University of British Columbia?



7R 28H (&#R) July 28 (Fri)

2B1 (F—Ev bKR—IL 1)
1455 ~ 1545

SE#E /Award Lecture

ER:FEH A @EHIKF)

AW-1 EETO7F X7 AR MOREFELISHICET 2538
1455 ~ 1515 Development of Quantitative Proteomics Technologies and
Applications

Ofaz H5e
FUNKEE - EARBEHESRRR

AW-2 DRI O F O TOTH I 7 RfENT
1515 ~ 1525 Proteomics analysis of mitotic chromosomes

OXE fE#
RAIAS EFH E(CFHE

AW-3 EEHIRRERANTF FEFIBLI2—7 vy T 707427 Xk
1525 ~ 1535 A ERE
Targeted proteomics based absolute quantification using cell-free
synthesized peptides

O R
EREE - @ - REFRF 074 —LUY—FTOIIY L

AW-4 TOTFTH—LT—ZOMEBNENAT AV T+ T 1 7 R
1535 ~ 1545 Integration of Proteome Data and Bioinformatics Analysis

ORHA EZRR'
HRART - ERFHREHMER



I RITL
7072

Symposium Program



78278 (KER) July27 (Thu)

2B1 (F—Ev bKR—IL 1)
930 ~ 11:30

2RI L 15-1/ Symposium 15-1
EE: R ¥ (EXEE - B - REWEM)
AEH —X (EH AL 2 —HZeR)

Clinical Proteomics

15-1-1 tbﬂﬁﬁﬂ¢hu9/ﬂ7ﬁ BREEENhETAV T4 —
(1P-13) LEEHRIBMLDE
930 ~ 940 Highly Sensitive Mass Spectrometric Analysis of Tau Protein in
Human Cerebrospinal Fluid and Quantitation of Isoform
Discrimination Site

BE X - &F B - OfRA E&HF - B #R - 52X E— - BFH—
KA SRR BhH—SSEEDRRR

15-1-2 [R7BO7T A —LBEIFICE VREE TNz afamin ORERRBEETT
(2P-06) RIX—H—& LTDORTREM
940 ~ 950 Urinary Afamin Levels are Associated with the Progression of
Diabetic Nephropathy

OFs#E HEB ' - ARE A2 - RE '+ T ik - AH 2F -
:5 B HE KE GRS
EERTZRL > 5 — - RERMAHN - BEERAS

15-1-3 Wnt 7 FILEIZEN & 9 583 INK BESEFIRENO 7074 — A
950 ~ 1015 AT A
Application of Proteomic Technology in Development of Novel
TNIK Inhibitor Blocking Wnt Signaling

OE FE' - FF EF 2 - ik 5l Rl 58252 452 -
L &8
ESTAATIZEL > R —FIZERR | + LA H A T Mk A%



930 ~ 11:30

78278 (KER) July27 (Thu)
2H1 A—Ev bKR—ILT)

2RI L 15-1/ Symposium 15-1

1S-1-4
10:15 ~ 1040

1S-1-5
1040 ~ 11:05

15-1-6
11:05 ~ 11:30

ER: R ¥R (ERER - #F - KEWEFM)
AH —X (BEiud AL 2 —H5EA)

B 7 O74 27 XKD I)baF = T NaRamED
MR R U RIZRAZRIERER

Phosphoproteomics of NSCLC cells treated with erlotinib reveals
drug-resistant signatures and potential targets

ORiL % - [ — - RHF MKF - FH BER -k £F -
L MLF - AR R
EEEME - 2 - REMEM

TOTH 2 A K BIF BB A D/INA A —H—15%K
Proteomic identification of potential biomarkers of human
non-small cell lung cancer

Oz 2
BEERFARFREFRMZERH

Development of early diagnostic biomarkers of lung cancer and
pancreatic cancer by the detection of cancer-derived protein
fragments in urine using the original MRM method

OFRE H5¢
Neurology, Respirology, Endocrinology and Metabolism, Internal Madicine,
University of Miyazaki



930 ~ 11:30

78278 (KER) July27 (Thu)
252 (BY)

2RI L 15-2 / Symposium 15-2

1S-2-1

930 ~ 957

15-2-2

957 ~ 10:23
1S-2-3

10:23 ~ 10:50

ER: AT ®A (KEXF)
BAE BE (BFAFRR)

Technological Advances

iIMPAQT:E k invitro 7AT7 A — AICED S KREZ—7 v 70
THA I RN ERE

iIMPAQT: A Platform for Large-Scale Targeted Proteomics Based on
an in Vitro Human Proteome

O M ' - il 81—
NNKFE EEBHEFHER. 7OT7F I ADE ' - WINKE EEBHES
M. D FERFEDE

DRI LATOTHII X BEDHZERE LIRENS
RNA EsE &SR RENTEDRR

Ribonucleoproteomics analysis: MS-based method for
post-transcriptional modifications of RNAs

O F1E " - dul %2 - i BF " - U S '° - Bl RE7
BEAFRR AFRETFMER ' - BLFWRR RIEERNEMERLY 2—
2+ CREST?

2VINVED) VBt FiEaerE R X 519 % Phos-tag
SDS-PAGE

Phos-tag SDS-PAGE that permits the visualization of the entire
protein phosphospecies

OARTF BEF
ILEXRFARFR ERREREFHRN



930 ~ 11:30

78278 (KER) July27 (Thu)
252 (BY)

2RI L 15-2 / Symposium 15-2

15-2-4
(1P-36)
10:50 ~ 11:00

15-2-5
(1P-24)
11:.00 ~ 11:10

1S-2-6
(1P-22)
11:10 ~ 11:20

ER: AT ®A (KEXF)
BAE BE (B;AFERR)

DIA EZBW/NA RIV—T v b EIET O 74 — LRI
Data independent acquisition mass spectrometry for high
throughput serum proteomic strategy

O mAREA"2-dE N2 HEF FF2- 8K BF2- B/l 8822 - Frank
Schmidt® « FE A& 2 « KA FR4E 2
BEEMIIAFAFR EMERFMIER ' - BIEMIIKE TigERFEHEt 2

—2 « University Medicine Greifswald?

FERFEIROTAHIREBICKSTATH IV ADHDIA Y
1R B Y A S0 ER

Microwave-Assisted Pretreatment for Proteomics by Cavity
Resonance Device with Semiconductor Oscillation

BA BLF - TR 28 - S K8 - OKA FEH
NNIRRFERIFRIFER

\|ILMYES S LZBAVWRRETOT 4 — LB AT LD
R

Development of nanoLC-MS/MS with nonporous reverse phase
column for high-sensitive proteome analysis

ONIE N - N "2
BeEMEFRSEMERFMIR L2 - 59 & DNA B8R 2



78278 (KER) July27 (Thu)
2152 (B
930 ~ 11:30
2RI L 15-2 / Symposium 15-2

ER: AT ®A (KEXF)
BAE BE (B;AFERR)

15-2-7 L—HY—<A4o0%4€0>3>y —LIFUIA47A7LAICE
(1P-27) B VAEHI S A—LIvEVYT
1120 ~ 11:30 Mouse tissue glycome mapping by laser microdissection and
lectin microarray

OmACKkH) F&R'-AH 18—+ XiaZou? - HH B ' - 1k B -
WH BE-#E M- BR A -ikE BT B2 cEE'-
EMW L4 YanZhang? - BiFA A AT !

EER M EZEPTASRERMAITEM ' - BERBAF EBRREMEFMZRE
a1 BICKZEEBELLS - RREBRREEFEEL Y X —HEMNEE
T



16:20

~ 1745

78278 (KER) July27 (Thu)
2H1 A—Ev bKR—ILT)

2RI L 15-3 / Symposium 15-3

16:20

16:30

16:55

17:20

BE: b & (EiubAMIEtE > Z—H5EFH)
ARE —A (B—=#RD //N\—L#%A&)

Pharmacoproteomics & Drug Development

15-3-1
(1P-20)
~ 1630

15-3-2
~ 16:55

15-3-3
~ 17:20

15-3-4
~ 17:45

Diced Electrophoresis Gel (DICE) A% R oiEffalc bl 57E M
HEEEROREK

Discovery of tumor-associated aberrant activities of enzymes with
enzymomics approach

O B - /R =1 - THiE B - TEE /IR
RRAFAREZRZEZRARH | - RRAFZAFREFZRAESR 2 - AMED-CREST?

EEMMARFEEICSITET7O0T74 7 ADIH
Applications of proteomics for drug discovery and development

OARE —fA
B—=HRD /N\— LR RIREEHARH

Proteomics Strategies and Applications in Pharmaceutical
Company

Of[A &z
VAT T ARE RN

Proteomics in rare cancer research

Ol &
EIINAMZEL > 2 =% BODARRDE



1550 ~ 17:35

78278 (KER) July27 (Thu)
252 (BY)

2RI L 15-4 / Symposium 15-4

1S-4-1
1550 ~ 16:15
1S-4-2
16:15 ~ 16:40
1S-4-3
1640 ~ 17:05

BRI BF (FRKF)
foiE £8 BBKRE)

Basic Biology 1(non-mammal)

TO7 A — LBIFICK B EFF EME N LB R E O
HEDRRA

Environmental Adaptation in Plants Mediated by Ubiquitin
Modification that was Revealed by Proteome Analysis

Own 2= - k% K&
EBERFRFHEE LR e/ £ F i

DNA /N\—1O— FIC K57 F - MRSiREEHAIDNE
DNA barcode technologies to facilitate measuring molecular and
cellular dynamics

ORWI £
RRERARFRmM AR > 2—

BHERICKVIFESTOT 4 —LOWREM

Constraints of proteome revealed by a perturbation analysis

OSFE REA
RILARFED TS Sintfis 17 ARIRESRFHER



78278 (KER) July27 (Thu)

2%2 (B¥)
1550 ~ 17:35

2RI L 15-4 / Symposium 15-4
R : IR B F BURKZE - BRIEE)
o £ BFAEKF)

15-4-4 FFREME! HaloTag 707 1 77 LA itz A L lc&E X F18
(1P-18) EfEA= v kT —7#th
1705 ~ 1715 Mapping transcription factor networks using HaloTag protein
arrays

OxlE e
BT - IeEmERTEMRE Y 2 —

15-4-5 — FOY VLD SRBTEAKA b LATD IR VF—EEITK
(1P-16) 9 B5—E{LERDE|
1715 ~ 1725 S-nitrosoproteomic Analysis on the Role of Nitric Oxide in Energy
Production under Flooding Stress

Ofg0 &F ' -/ EiF >
RWRAFEFERR ' - RKAPEDRER - BX - BmERRINE SRR
B REREIREMEL Y 2

15-4-6 PAPS EREERT 1V T # — LD IBHERERRAT
(1P-15) Physiological functions of distinct PAPS synthetase isoforms
1725 ~ 17:35
b BSEE-IT KRR -BR OBSA - B %A -2 B8 2-Ming-Cheh Liu®-
A EZT - OWIR FF—'
BIEAFRFHECAENRFH - BRAFE 70OV T« THERBRE Y 2—
2+ bL RRFEFERS -



7R 28H (&#R) July 28 (Fri)

2B1 (F—Ev bKR—IL 1)
9:30 ~ 1045

2RI L 25-1 / Symposium 25-1
EBE: BZE & (F#HAFE)
AN b7 (BEEHIIKAF)

Basic Biology 2 (mammal)

25-1-1 Quantitative proteomics revealed that BAZ1 proteins regulate the
930 ~ 1000 precious timing of chromosome condensation in early mitosis

OXH Edk
PR FEFERE(CFBEE

25-1-2 VAR FUVEBBEEFD) VBT ENEZEDINR
1000 ~ 1015 Effects of Phosphorylation Site-Specific Mutations in a Chromatin
Remodeling Component

OAN f&F - Btk B - BN B2 - AR FE - FHF A
BEMIUKRY HiRERFHELY 22—

25-1-3 Characterization of histone H3 post-translational modifications for
(2P-19) providing epigenetic information
10:15 ~ 10:25
(OHo-Geun Kwak « Takehiro Suzuki + Naoshi Dohmae
Biomolecular Characterization Unit, RIKEN CSRS



9:30 ~ 1045

78 28H (&#R) July 28 (Fri)
2H1 A—Ev bKR—ILT)

2RI L 25-1 / Symposium 25-1

25-1-4
(2P-27)
10:25 ~ 10:35

25-1-5
(2P-22)
10:35 ~ 10:45

ER: A& & (RELF)
A BhF (BEEHIIAE)

IV S RAXAYY T 4 2 TR OMBENEE
Toward Comprehensive Identification of Cleavage Sites Generated
by Ectodomain Shedding

O Mk - 1UA A -5k B - 2L B - 0& &
RERFARFREFHARH

=T 7 8TV AR—RZ—SLC22A18 DR >\ EEERZ(IEE
D5

Involvement of orphan transporter SLC22A18 in the
post-translational modification of proteins in 293 cells

OFE 815 ">° - &% XA ? - 7 8F - Tl BH° - AR W% "3
BEARFRZFEMRIZHRENE) - BRAKXRFEFER > - AMED-CREST? « BRALK
FARFGRRFHZEH



9:00 ~ 1045

78 28H (&#R) July 28 (Fri)
252 (BY)

2RI L 25-2/ Symposium 25-2

25-2-1
9:00 ~ 915

25-2-2
(2P-16)
915 ~ 925

ER: AFE (BR - VX7 LHAEREE)
IR Kfet (BEAKRE)

Computational proteomics

TO7 A —LT—R2DEENE T —2ZX—XDHFRENE
The Global Trends of Proteome Data Standards and Databases

OmF 5"

1898 27 LIRS T — 5 1 T RAERIBRBIERS 1 741 T R#;
BT —AN=RAt V5= RFRITRERE 1 1Y TV 27— 2 =2t
Y

FOFF— LA T — 2 —2 POST | BEDIHT—4 « R k
1)

Integrated Database for Proteomes jPOST: Mass spectrometry
Data Repository

OHRMH EZ'- Ol fB' - T8 B2 A% 7 1k &2 -

WA M- 3R BRIk KB - sk R0 - FIR BERC -

A -0 BE=°-BHF B’ - 73} &°-5& &°
HRAFAZRERFREMER ' - 1F8R - VAT LHKHIBE. 72T 1T
AHEFBEEER. S TTA IV RARET —FN—REV 22— 2 - FBKFE
EEF USRS, RN\ F X —H—E V2 =3 - AINKFEEEBLEE
PR b VR IV RAEFHRL Y Z—* - BBARFERFEREDHENAR
BB ° « REBKZEARFEFRREHZH © - Trans-IT/



9:00 ~ 1045

78 28H (&#R) July 28 (Fri)
252 (BY)

2RI L 25-2/ Symposium 25-2

ER: AFE (BR - VX7 LHAEREE)
IR Kfet (BEAKRE)

25-2-3 JPOSTBfEMR 70~ B AREDORENRD 2 Big8d

925 ~ 955

Re-analysis Protocol in jPOST: Towards the Reduction Both of
False Positives and False Negatives

TR BAER ' - B B - PR B2 R 52 - BE B2 -
D BB LR A& AR HEeC - B R HMC AV K - TR L &
I E="-HP B -R3 E-HE R
FREAFEKREPTRIAZER - 18R - VAT LAEEE S A T ATV RRET
—ZN—RE VR =2 FRAFZARERERFHATER ® - FIRAKFERR/NA AT
—H—t 2= AINKZEARHEERATE ® - BBAKRFERERE i S
ER © - Trans-IT’

2S-2-4 jPOST: 7O7H—LRET —2Z2N—ADRFH
(2P-18) jPOST: Development of Integrated Database for Proteomics

955 ~ 10:05

OSFE Eff' - 0% 5" - BE S22 - B0 B2 LA 583« ik s -
SR FM IR Kl - TR S0 - HOR BAERC - HAE R C -

Ml E=S-HRP R -R &' -5& &£

1B - VAT LHAEME 7T — 20/ T IXARFBERHESR A 71T
ARET —ZN=Xt V2 —" - FRAE AFERERFHREHAZER HEHHE
R 22 - FUBKRE EFMEEEHERE SRR\ 14<—Hh—+
VE= e AMNKE EEHBHEHEZEMERR M UAF IV AEEMRERL 2 —
LRRAKRE AEREGHEART BREER S RERFE KFEREFHER
BIBIBLBERRATSE © -« Trans-IT’



78 28H (&#R) July 28 (Fri)

2%2 (B¥)
9:00 ~ 1045

2RI L 25-2/ Symposium 25-2
B AF E (BR - ¥ X7 LIAEEE)
IR KA (REAKZ)

25-2-5 TATAHA—LT—RICHEIEMFNGEERZRHTcHD
1005 ~ 1035 “Computational™”/—Jb
Computational tools to uncover the biological significances in
proteome data

Ok Kt - FeRk 7T
BEARFEARFE LR AR EEER D

25-2-6 Comprehensive bioinformatic approach for analyzing and
(2P-17) detecting human missing proteins
10:35 ~ 1045
OAmr Elguoshy'? - Yoshitoshi Hirao ' + Bo Xu ' » Suguru Saito ' +
Ali F.Quadery ' « Keiko Yamamoto' « Toshiaki Mitsui ? » Tadashi Yamamoto'
Biofluid and Biomarker Center, Niigata University' - Graduate School of Science
and Technology, Niigata University?



1550 ~ 17:30

7R 28H (&#R) July 28 (Fri)
2H1 A—Ev bKR—ILT)

2RI L 25-3 / Symposium 25-3

25-3-1
1550 ~ 16:15

25-3-2
(2P-32)
16:15 ~ 16:25

ER: WA & GFEKT)
INF &F (EEXDP)

Biobank & Body fluid

mAriRpEsN aZE AW R KEOAR —H— B2 2 I\ ED
BREA—T Y N TOFTH I 7 XK B FH

Identification and verification of CRC biomarkers in blood
extracellular vesicles by targeted proteomics

OBXkX £ - Al =&F - B Z -8R &
ETERFEEAN EERER - @#F - REWEF 7074 —LUY—FT7OY
7 bk

REFEEINEREE (LB OBEENMICEL 5HLOFH
The effects of preanalytical variables on serum peptidome profiles
following long-term storage

OXH #R' -kl 7' - 188 KL 8)I| —=° - & EE'-

ey B NF 'FC - T —2t - B ek
FERFEFBHBRHE AZANRY bOX b —@EZIE ' - MILAZEKRFR
EREEAESHARNEERENE * - MEAZBRKARERMARECFHZE -
FEXRFEFIHBRERESET TR - tERFEZ RSB LY
B



1550 ~ 17:30

78 28H (&#R) July 28 (Fri)
2H1 A—Ev bKR—ILT)

2RI L 25-3 / Symposium 25-3

25-3-3
1625 ~ 16:50

25-3-4
(2P-34)
16:50 ~ 17:00

25-3-5
17.00 ~ 17:25

ER: WA & GRKXF)
INF &F (EEXDF)

Mm% - MIFARAEDREFHR< — 71— DREFE
Development of quality evaluation marker for serum/plasma
specimens

OhF £F"-AKkK R°-BF RE°-#HF ='-P)II E' - tE E&*-
#HR ®°

IEERFEFEIELPRE IR FEE | CEAFEFRNBERETOT A S
VR Z = EERER - B - REWREF - LEXRZEZHARAHAR

244

BHHERR R T F K« T — 2ZN—ARRRICK B IRHAERNTF R DHEER
Eika

Urinary Peptidomic Identification Using Targeted Peptide/PTM
Database Search

OFR et - Bl B - HE #KR - LA BX - RIS E— - &% [E— - @F
%#_
KAt ERBUERR

RS DFHRNAAR—H—FR BENTOAT A IR - RTF
FxUX

Comprehensive analysis of discovering biomarker from human
urine

O¥RE =# - AmrElguoshy « 5F % - 258 £ - Ali F. Quadery -
LA BF - UK 18
FEAR « EERNA A —H—t > Z2—



7R 28H (&#R) July 28 (Fri)

2%2 (B¥)
1550 ~ 17:20

2RI L 25-4 / Symposium 25-4
BE: NI BZ GREKXF)
mH BN BEHEXFE)

Systems Biology

25-4-1 UVEBETOTHYT /27 RICK U BHONSXBEBHEL A
(1P-10) Kinotype & BRMLAEEEEDIEE
15:50 ~ 16:10 Precision medicine based on Kinotype of clear cell renal cell
carcinoma with phospho-proteogenomics

OFTER ft— ' - 1 BN 2 - i8R o5 ° - 28 B9 ' - B %' - 9K 8
ESRE - 2 - REWIZAL. TOFF—LUS—F IOV L REEA
FEFTRHER 2 - KRAPELRHRR

25-4-2 OV I ETIVEEDTATAT /20 X T7—2 DM
1610 ~ 1630 Analysis of proteogenomic data with logic model

OfnF BN " - [WE f—2 - =25 5° - B #F'
BEEARFEFRMRLL VAT LEMFENE | ERERE - 2R - REWZF.
TATA=LTAYVIY b RRAZEMFHAM. c b7/ LTt 2 —

3

25-4-3 Systematic identification of somatic variants causing cis-splicing
1630 ~ 1655 Aalterations
OVYuichi Shiraishi', Keisuke Kataoka?, Kenichi Chiba', Ai Okada’,
Yasunori Kogure?, Hiroko Tanaka', Seishi Ogawa? and Satoru Miyano'
Laboratory of DNA Information Analysis, Human Genome Center, Institute of
Medical Science, The University of Tokyo', Department of Pathology and Tumor
Biology, Graduate School of Medicine, Kyoto University?



78 28H (&#R) July 28 (Fri)

2%2 (B¥)
1550 ~ 17:20

2RI L 25-4 / Symposium 25-4
EBE: NI BZ REKXF)
WH BN BEHEXFE)

25-4-4 RIVFAZVRY—U I VAT —RICEDWIFREDAMRRDOE
1655 ~ 1720 EHf&ERIE
Characterization of multi-omics features in lung adenocarcinoma
cells

OfA faF' - 86K 82 £E —&'
EIAAMZRE 2 —" « HRRAFE?
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Luncheon Seminar Program



7R826H (kBER) July 26 (Wed)

£B1 (F—EvhrKR—=IL1)
1230 ~ 13:25

> F 34 =7+ — 0LS-1/Luncheon Seminar OLS-1

EERAERR

0LS-1 Ultra-fast mass spectrometry # BBV EE T OT A IV AET—
1230 ~ 1325 RAJERIL

Acquisition and visualization of targeted proteomics data using
UFMS and Garuda platform

O s
KIRAS AL - R EFIZER



78278 (KER) July27 (Thu)

2B1 (F—Ev bKR—IL 1)
1230 ~ 13:25

S >F 3>+t =+ — 1LS-1/Luncheon Seminar 1LS-1
Y—TJ4vIv—YALIT T4 TavY

1ILS-1 Ta7F IV ADINARIV—=Ty MEEI ST RICKDT—%<
1230 ~ 1325 RX—I A b
High throughput proteomics and data management based on
cloud service

OfR#e Kéd
H—E T4 v I v—HYAI VT4 T 1y ISt

2%B2  (BX)
1230 ~ 13:25

S5 >F 3+ =F— 1LS-2 / Luncheon Seminar 1LS-2
& RYAE S

1LS-2  Tracking Protein Expression, Post-translational Modifications and
1230 ~ 1325 Interactions with Antibody Microarrays

(OSteven Pelech'?, Lambert Yue?
Kinexus Bioinformatics Corporation’, University of British Columbia?



7R 28H (&#R) July 28 (Fri)

2B1 (F—Ev bKR—IL 1)
11:45 ~ 12:40

> F 34 =7+ — 2LS-1/Luncheon Seminar 2LS-1

YAV IR

2LS-1 ME - MY > 7 IV D REFHR< — - — DREF
11:45 ~ 12:40 Development of quality control markers for serum/plasma
samples.

oKX K- BHFLRE'-/NFERB PR R’
ERER - @R - REWEFR JO7F—LUTF—FT7OII I ERFE
B - tBEAFEPRNBEBRETOT LI VAL 22

2%2 (B¥)
11:45 ~ 12:40

S VF 31 =+ — 2LS-2 / Luncheon Seminar 2LS-2

INA «Fv R

2LS-2  IAEEIHE AT HUCAL ICK B AR 2 LIEDKR A&7 7) r—=</ 3
11:45 ~ 12:40 VDS
Applications of Antibody Generated by HuCAL Technology

OEEZ ' - BERKE
NAA -5y E SRS MU—RBRRH ' V=Y IOV T 4 AR ?
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Program



7R826H (kBER) July 26 (Wed)

2B1 (F—Ev bKR—IL 1)
13:40 ~ 16:50

B+t =+ — OES/ Educational Seminar OES

0ES-1 BRFREELC-MSITHBIF B AV TF U RITDNT
1340 ~ 1410 Maintenances on High-Resolution Liquid Chromatography-Mass
Spectrometry

OBl #1F « B3I % - $8R #
ERE - (@25 - REWEF 074 —LUYF—F IOV K

0ES-2 3 v bAYTOTH I 7 ADFHRARMICDONT
1410 ~ 1440 Sample Preparation Techniques for Shotgun Proteomics

OEA =
BEARFRF e Z I RER

0ES-3 IOV — LSRR
1440 ~ 1510 Proteomic analysis of exosome

OteH =g
DAMRR - BDAT LYY a VEBRMERL Y 2 —



7R826H (kBER) July 26 (Wed)

2B1 (F—Ev bKR—IL 1)
13:40 ~ 16:50

#,Et =+ — OES/ Educational Seminar OES

0ES-4 RIVFTL vy Xt RBEE X IV—T v bDOMIL
(1P-35) Multiplex Analysis: High Throughput and In-depth Quantitation
1520 ~ 15:50
O A% « Chia-Feng Tsai « &# Bff - #2110 B - A& F=
RBAEKFPTRF IR

0ES-5 RAEMRERIGECETTERTERID—T —EZN—RERDEL LN
1550 ~ 16220 —
How Trustworthy are the Identification Results? —Pitfalls in
Database Search-

TR R
REBRFRFREFHARH

0ES-6 X—7 v T R7OT7HI IV ADEEN
1620 ~ 16:50 Importance of Targeted proteomics

Omsils RF
EREE - @ - REFRF 074 —LUY—FTOIIY K
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78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 14555 (AVFTFI U4 13:40~14:45)
BE RA 51 BERKEFE)
Clinical Proteomics
1P-01 FTEEEMEE - SRERENR/ N1 A<—H—DRIEE

1340 ~ 1345

1P-02
1345 ~ 13:50

1P-03
13:50 ~ 1355

1P-04
13:55 ~ 14:00

Blood-based protein biomarker for neropsychiatric disorders with
immunological dysfunction

OKXm # ' - g1l H5t°
JEBAFIEFER YIEFHR " - (BRRESVO? - LB AFIBFER YIEFH 3

MRETOATF—LADNY T4—A—FIAVRIX—2 3 VDFE
488

Buffy Coat Contamination Affects the Plasma Proteome — Is the
Plasma Really Plasma? —

Offt 291 - Frlll TR - 5l RF - FBE =87
EEESBmEEMRZ

BEMIETZRAWEINEZ VINVE -BIE A F 4 ZVEREDEERD
MIC K AEFEERICHE D PIHAEBIL A b L ADKRH

Mass spectrometry analysis of oxidized methionine in serum as
oxidative stress marker

ORE BR>° - f5K BF "> - Z8k =B > - A M - HE = -

Il R’ BR - HE AT NF BB Y LB BER
EERFEFMADRAHARE |, EXFEZFHEMMEFARE . It
BAFEFHEMBEE AT IV A2 -3

mHATyYVY—LOMBENTOTH I XKD > \BRE
EREDFRR/NA AR —H—8ER

Discovery of a novel biomarker for lymphangioleiomyomatosis by
proteomics from serum exosomes.

OFAx HEz' - HH FA' - KE AB'- Xih =7 '-AH &'-8K £?2-
SR R RER/BE

RKIRRFARFREZRARR R - REARTE ' - EREE - B - REW
®EF JATA—LIY—FTAIII R



13:30

~ 14:55

78278 (KER) July27 (Thu)

RAZ—2  (F—Ev bR—IL2)
A>THF227T 13:40~14:45)

14:00

14:05

14:10

1P-05
~ 1405

1P-06
~ 1410

1P-07
~ 1415

BE mAK 51 BEAKRE)
Clinical Proteomics

SMELIYYY—LORmEEERIZBW T OT 4 — L@
LC-MS analysis of coat and whole proteins from highly pure
exosomes using MS compatible surfactants

ORK #%F - R Z&
ELLEAKARH

YIBRERIEE D W N RO FERVREMNTIC K 5 KB R A2 1A
N AR —H— DR

Proteome-wide profiling of viable colorectal cancer tissue-derived
extracellular vesicle

OrffE &' - @H 2] - &b 557 - f8H =/’
DA TOTH IR IV—T 1 - BARERRRR KB 2

BAANEBEEFE IFERGINE2 > /7 BREHOENT
Characteristic glycans in plasma proteins of Japanese
semisupercentenarians

O=& WY '-1BH# A&’ KH &KE > - 5K 2h2 - 58 K& -

AT T - R B - FH BB - g - KR B

= EX

RREBERREER L Y 2 —MRMERERRT— L' - Bl ERMBREE
RFRERGER ? - MR IIAFEMER AR - BINAFESRES - 85
EMFHRL 22— BISAFESES - BERamRt 22—



13:30 ~ 1455

78278 (KER) July27 (Thu)

RAZ—2  (F—Ev bR—IL2)
A>THF227T 13:40~14:45)

1P-08
1415 ~ 14:20

1P-09
1420 ~ 14:25

1P-10
(25-4-1)
14:25 ~ 14:30

R ILWH #a (EREEEAKRTF)
Clinical Proteomics

HNZRTERAIEEBW T OTF A — LERICKURERE LT
FRIRMERIBE R B M@/ N1 4 < — A — -Discoidin, CUB and
LCCL domain-containingprotein 2 (DCBLD2)-

Discoidin, CUB and LCCL domain-containing protein 2 (DCBLD?2) is
a novel biomarker of myxofibrosarcoma invasion identified by
global protein expression profiling

O%A —& "7 -ZH AN > -5H B °-HE FXO-F HE' 10K F
MR R0 I B AR AR

BREZDRFEFMELAR ' - EIINAMR L Y 2 —HERREDDARERDE
2 EIDAMREE Y Z R RIERERERERR IERERFLEFEREANE -
EIHAREL Y 2 —hREGRESEE ° - ElRRERRER Y 7 — &
IZAC S

) O FBEMEO ) Ve T OT A — LR
Phosphoproteome analysis of synoviocytes from patients with
rheumatoid arthritis

OF)Il ER ' - ik 5=’
B V7V FERKRERFER. TR\ AX—H— - FNSFHIEE ' - BV
TVTERKERFER. BRETOTH—L - DFRERET’

VB LT OTA YT/ 2 RICKY) BHONDKBEMELN A
Kinotype & BRI aEEERDIER

Precision medicine based on Kinotype of clear cell renal cell
carcinoma with phospho-proteogenomics

OFT&ER HE— " - K3H 6772 - f8 o5 ° - ZH &L ' - By 2 - ik &'
ERERE - BF - REAKF. TATA LU —FTOII I - BEEKX
FEFRMRN ? - KIRAZEFZRZR



13:30 ~ 1455

78278 (KER) July27 (Thu)

RAZ—2  (F—Ev bR—IL2)
A>THF227T 13:40~14:45)

1P-11
14:30 ~ 14:35

1P-12
1435 ~ 1440

1P-13
(15-1-1)
1440 ~ 14:45

R ILWH #a (EREEEAKRTF)
Clinical Proteomics

ERFERVBR V1) O I EE W ZIER A IgAT O #EEBUNEHBIED
ATEMELEE

Racial comparison of IgA1 O-glycoforms of healthy subjects by a
sequential deglycosylation protocol

OXRW REF'- 58 B " - L0 REE - Mgk B5F ' - T &FF ' -

HH thIEC - KEF B - AT =R - M BAY - s R -

tbi ez ' - mE Btk

BRREBEEAFEZTBEANE | - BRARBEHEERFHREERSHARFR - 4
WA RPMENRITZARE ® - ZHBEREASH * - BRRREERFEMRE
SEEC 2

SWATH EIC K AFFEEREIROEE 7 O T 4 — Lf#fT
Quantitative SWATH analysis of urine proteome of liver cirrhosis
patients

OF B'-FE %' -5 882 - A EF ' - AmrElguoshy’ -

Ali F.Quadery' - 258 = '+ IUAX &'

PFEAR - EERRNA AR —H—t 22—, FEAFEAERERFREHE
- HEBRARI N T 2

t FERER Tau 2 VNV BOBREBEDHET AV 7 4+ —
LERIEMIDEE

Highly Sensitive MS Analysis of Tau Protein in Human CSF and
Quantitation of Isoform Discrimination Site

HE #X - &F B - OfRA 287 - BA #R - 52X E— - BF #—
KRASHEERIFFT BAPM—CIEEDTHZRFR



78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 1455 (A1 7TF2 27 13:40~14:45)

1P-14
1340 ~ 1345

1P-15
(1S5-4-6)
1345 ~ 13:50

1P-16
(1S-4-5)
13:50 ~ 1355

1P-17
13:55 ~ 14:00

ERFEH A @EEHIIKF)
Basic Biology 1(non-mammal)

BHEN & BEHRSNSEORH B L UERICBIF 58 TOT
7 — LA

Comparative Proteome Analysis of Fast and Slow Muscles from
Various Vertebrates and Invertebrates

I R - Rk &K - B EA - OKA EE
JEERFEFERINIEAR EYIIEF B

PAPS ERXEER 7 AV 7 4 — LDE B EERERR
Physiological functions of distinct PAPS synthetase isoforms

EROBSEET ME-BR BSA - B BRA 288 B 2-Ming-Cheh Liv-
Kt AT - OME B—

BIEAZEPREAEMRER - BBAE IOV T« TRERBRAE 1> 82—
R N &

Z OV VLB D S RBEKR F LA TOI R VF—EE K
I 5—B{tE2RDERE

S-nitrosoproteomic Analysis on the Role of Nitric Oxide in Energy
Production under Flooding Stress

Ofg0 &F ' -/ EiF 2
WRAT ' - BR - BmERKINESHEME (FYHIZEFr

Metabolic Profiles of Flooding-Tolerant Mechanism in Soybean
Responding to Initial Stress

OXin Wang'?, Wei Zhu?, Akiko Hashiguchi'?, Minoru Nishimura“Jingkui Tian?,
Hiroshi Matsumoto', Setsuko Komatsu'-

University of Tsukuba' National Institute of Crop Science?, Zhejiang University?,
Niigata University*



78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 1455 (A1 7TF2 27 13:40~14:45)

R TFH A @EEHIIKF)
Basic Biology 1(non-mammal)

1P-18 FTREME HaloTag 707 1 > 77 LA HilizFIA L e B R F48

(1S-4-4)
14:00 ~ 14:05

1P-19
1405 ~ 1410

1P-20
(15-3-1)
1410 ~ 1415

BERx Y b7 — Ui
Mapping transcription factor networks using HaloTag protein
arrays

OxlE e
BeFMEaEmEREMEL Y 2—

Pharmacoproteomics & Drug Development

Activatable BUY RIS HEEZ BN HIBITEEIRN G 2 > /N B D
XUk

Development of activatable photophore for selective labeling of
proteins in 3-Gal expressing cells.

OHE X'+ L E' - HF TR ">
RRAFAREREZRARH | - RRAZAFREFRAER * - AMED CREST

Diced Electrophoresis Gel (DICE) A% R oiEffalc bl 57EHE
HEBROBRR

Discovery of tumor-associated aberrant activities of enzymes with
enzymomics approach

OV /T - N F T - THIE B - JBREF R
RRAFAREREZRMARH | - RRAZAFREFRAER ? - AMED CREST



13:30

~ 14:55

78278 (KER) July27 (Thu)

RAZ—2  (F—Ev bR—IL2)
A>THF227T 13:40~14:45)

14:15

14:20

14:25

1P-21
~ 14:20

1P-22
(15-2-6)
~ 1425

1P-23
~ 14:30

BER:WER B (BBXE)
Technological Advances

JO7 A —LETASEF v ESU—AT A
High performance capillary columns for proteome analysis

OFI ER'- ki ="' - HRE B'-SF 178" - kO FF&2 - ik BE'
IJ—TIVPA IR - FTE#E/ TV ?

| MWNES S LZRAWCERETOTH — LB AT LD
23

Development of nanoLC-MS/MS with nonporous reverse phase
column for high-sensitive proteome analysis

ONE N " - NRE U
B MR EmERFMERL 2= - B9 & DNA HZERT 2

AR N2VINTBEOEREDEAZBIELEE/ AT
AFYEZ)—HZ LDORHEE

Development of Monolithic Silica Capillary Column for High
Resolution Separation of Intact Proteins

Ok RE - Byl FFk - 1A &5
EfIMat RD JIL—T



78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 1455 (A¥TFY2T 13:40~14:45)
BER:WER B (BBXE)
Technological Advances
1P-24 FEEFEIROTEARFREBICLD TOTA IV ADcHDIA Y

(1S-2-5)
14:30 ~ 14:35

1P-25
1435 ~ 1440

1P-26
1440 ~ 1445

R AR S AR
Microwave-Assisted Pretreatment for Proteomics by Cavity
Resonance Device with Semiconductor Oscillation

BAR BLF - IR 28 - S K8 - OKA FEH
NMNIRRZFERFERLER

BEDWMERWEHREN 2 VNI EEEICK B2 /INID
EE

A method for mass spectrometry-based absolute quantification
reveals rhythmic variation of mouse circadian clock proteins

Ol B 'K £E°-#H8 BE’- KH £ °° - #H e ? -

(E3 N N - G Vi N = Tl = B T

EEEREN - (25 - REMEFT ' - BES Y AT LAREY 2= - RRARFXF
SRESFRAER

74— TTOFH I Y A% BIE UTALERL B/ DR
Method development for deep proteomics

OF2 F4XE - B K
Y—FTJq v v—YAITVT 10Ty Itk Ett



RAZ— Poster

78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 1455 (A¥TFYVT 13:40~14:45)
BER &M B (EifERsmmsEt > 2—)
Technological Advances
P27 L—H—xA0o0%24€0>3> —LI7FURA7A7LAIc&K

(15-2-7)
13:40 ~ 13:45

1P-28
13:45 ~ 13:50

1P-29
13:50 ~ 1355

BIVAEB A A—LIvEVY
Mouse tissue glycome mapping by laser microdissection and
lectin microarray

OEACKH) T&' - AH B—" - XiaZow - TH = ' - &8k £ -
WHEE -#E M -BR ZE'-RE BF* - B2 B -

B M4 Yan Zhang? - BifA A ' AT B
EERMTEMTFTRIREBIEIMN ' - EEREAR HERREEZMRE L
VE—2 BIGAZEFEELE - RRBREREER LY 2 —HEMLEES

HeE *

ZRITBRARNEICK DY T T4 VT DR
An analysis of shedding by two-dimensional polyacrylamide gel
electrophoresis

Ol FME " - g FIAT' - 1Bk BRK - BF KE' - Fe BB -

Bl BERG? - Mk 5%

BTV VTERKFERFER HRETOTA - LDFRERET ' - BUT Y
TERKREREGEE/ A 4 —A—Z0 D FHIHE

YA/ ATL— bERWZ 2V INTEDRE
Protein fractionation using the SAINOME-plate

OHF FF'- &) Az - #b MNF' - A8 ELF?- FHF A ' -
A RE
BEMIIARY SinERFEHEtE > 2~ - sainome R &4t 2



RRAZ—

13:30

~ 14:55

Poster

78278 (KER) July27 (Thu)

RAZ—2  (F—Ev bR—IL2)
A>THF227T 13:40~14:45)

13:55

14:00

14:05

14:10

1P-30
~ 14:00

1P-31
~ 1405

1P-32
~ 1410

1P-33
~ 1415

R & B (BirEREmEmEL>2-—)
Technological Advances

EHREEDSODHT 7 4 Z7 4« —E— XD Z/ERLE
A new efficient method of generating photoaffinity beads for
drug target identification.

OFH kF - W8 Ez - 2l5 &1 - 18 S8F - Xl = - @S B—
WINHEEET ) AT PIRRARARS R =Y b (LFHER

AIVRZ )y 7 RIiSZEFMB LIRS T O— 7 OEEER EIE
B2 > INT BRIEDIERIL

Sulfo-click based facile synthesis of peptide photoprobe for rapid
analysis of the target protein

Ok #8Z - HFA EX - TE JES - R KA - KE =8

BLARFAEREFRZMER (FF)

Kinase activity profiling by motif-targeting phosphoproteome
analysis

(OChia-Feng Tsai + Naoyuki Sugiyama « Yasushi Ishihama
Graduate School of Pharmaceutical Sciences, Kyoto University

N-terminal Arg/Lys Proteases for Shotgun Proteomics

(OChih-Hsiang Chang + Naoyuki Sugiyama - Yasushi Ishihama
Graduate School of Pharmaceutical Sciences, Kyoto University



13:30

78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

~ 1455 (A>THFI>T 13:40~14:45)

14:15

14:20

14:25

1P-34
~ 14:20

1P-35
(OES-4)
~ 1425

1P-36
(15-2-4)
~ 14:30

BE:NF BF (JEBEXF)
Technological Advances

Signal Amplification for Low Abundant Plasma Proteins by
Peptide Chimera (p-Chimera) Strategy

O B ' - & E°-BEN Meh'-BF& &2 - 1H XE'
RERFEFHRENEY / LEFEC Y2 —" - REAFEARFREFHIH

RIVFT Ly R L REERIV—T Y bOMEIL
Multiplex Analysis: High Throughput and In-depth Quantitation

O A% « Chia-Feng Tsai « &# Bff - #2110 B - & &=
REARFERFFTEELI IR

DIA EZ AW /N RIV—T v M EIET O 74 — LR
Data independent acquisition mass spectrometry for high
throughput serum proteomic strategy

Off BZAB "2 HE BN 2 HE EF2- 248 BF - Bl 822+ Frank
Schmidt® « SF8F A& 2« AK 354 2

BERMII AT ARER EMEREMER ' - BEMIIAY KiRERZMEtE > 2
—2 e JSATRAT7 )V FERIKE?



78278 (KER) July27 (Thu)
RAZ—2t  (F—Ev bKR—)IL2)

1330 ~ 1455 (A1 7TF2 27 13:40~14:45)

1P-37
14:30 ~ 14:35

1P-38
1435 ~ 1440

1P-39
1440 ~ 1445

BE:NF BF (JEBEXF)
Technological Advances

VAT LINIVA T ADTODHERR v > ZF] A LR
DIA AN &REL

METHOD OPTIMIZATION OF A NOVEL SCANNING QUADRUPOLE
DIA METHOD FOR SYSTEM-LEVEL OMICS

O E#ét ' - Chris Hughes? « Keith Richardson? - Jason Wildgoose? « Johannes
PC Vissers? - James | Langridge’
BEAY+—2—AAat'- v+—2—XJ—KRL—3>?

AQUA & & Spike-in SNV T7 1) —KIC K BIN\1 T 1) v FRIEE T
07437 X

Hybrid-type Quantitative Proteomics with AQUA and Spike-in
Label-free Method

OFfK K- KB EF'-8% B -EA B
BEZDRFRImEDTRAMER ' - BEREDRFBERA T « 7H%ER 2

EHBEUIR L2V INTVBRIRICRER M) v I ARREE
ERIERZE

Novel Matrix and On-tissue Calibration for Protein Analysis on
Tissue Sections

O%d BLRR - 14k FEF - Bl 3B
BEMIIAE



RAZ— Poster

12:45 ~ 13:55

78288 (s&FH) July 28 (Fri)

RABZ—2F (A —Ew bER—)L2)
(A>F*x>>9 12:50~13:50)

2P-01
1250 ~ 1255

2P-02
12:55 ~ 13:00

2P-03
13:00 ~ 13:05

R ILA & GrEXF)
Clinical Proteomics

Preliminary analysis of the diagnostic and prognostic value of
Heat Shock Proteins andtheir lysine methylation status in the
progression of Type 2 Diabetes Mellitus

OByron Baron "2

Centre of Molecular Medicine and Biobanking, Faculty of Medicine and Surgery,
University of Malta' + Department of Tumor Genetics and Biology, Graduate
School of Medical Sciences, Kumamoto University?

TIVYINAR—iREBEDRFERE T O T 7 1 JVOREM
Urinary protein profiling in patients of Alzheimer’s disease.

OF2 #Bx'- T =72 58 f&F° - Z° - R @3-

BRA ANF] T . LA A2

HRAFAZREREFREMERMSR - RREFDE ' - FRRBERR/ A7
R—H—tZ2 =2 FRREMHAZRFME G FHERITE DT ° - IR AF AR
PrERRIF % ¢

BRESRAEEDZE/ N A+ —H—DFEER
Discovery of Plasma Protein Biomarker for Diagnosis of Mild
Cognitive Impairment

O F# - 4T 268 1 - A B - LIS TR - R HEBT -
RNl =

SEAYARY - EERIGH - BESTES |- SRAZAER - EXRHZR
R



RAZ— Poster

78288 (s&FH) July 28 (Fri)
RAZR—2E  (F—Ev bKR—IL2)

1245 ~ 1355 (A>TFF>4 12:50~13:50)
R ILA & GrEXF)
Clinical Proteomics
2P-04 VILYINAR—IREBEMB TV Y —LRNZVINVEORIFEEM

13:05 ~ 13:10

2P-05
13:10 ~ 13:15

2P-06
(15-1-2)
13:15 ~ 13:20

Mr
Analysis of proteins in the plasma exosomes of patients with
Alzheimer’s disease

OIS HEY - JeAt thE " - &% BFAG ' - KHE &2 - 58 Ez?-

WR ERF - B Eet - Al #—- HE BEF ' - B4 HFM2° -

R R

ZEXRFARF R - EERPRM - REDFER ' - ZEAFAF R - EFRMR
- BRAMEERT 2 - ZBEAFEAE M - i1/ RN— 3 VEHRRC - JAZE
BEENGANEERIE * « ZEAFAF R - EFRARH - SEREARE S

TIVYINAR—fRBEDOMBERAIVRZIVEE VN EDTAT
= R

Proteomic analysis of carbonylated proteins in plasma of patients
with Alzheimer’s disease

OA&R FH - thE " - 7% BAG - AH B2 - 148k Ez?-

MR ERF3 - BN Sz 6l #—4- NH EBF ' - 84 FM 25 -

I !

ZEXRFAFR - EFRMAER - RIEDFER ' - ZEAFKFER - EFERMASE
# - BRAEERS 2« —BAFAFER - #lf1 /N—2 3 VEHAER - JAZE
EEENGENEERPE 4 - ZEAFEAER - EFERAZER - #RREREIE S

FR7 07 7 — Lfgric K Y EIE SN afamin OEREEEETT
A—H—&LTORIEEM

Urinary AfaminLevels are Associated with the Progression of
Diabetic Nephropathy

Ontg B - ARHE Bz ' - 8E 8- T #if? - A8 &#&F" -
-+

FEEF - BFAH A2 BK RS
EUERERMZE Y2 - REFARLERHR ? - HBEERKE 3
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78288 (s&FH) July 28 (Fri)
RAZR—2E  (F—Ev bKR—IL2)

1245 ~ 1355 (A>TFF>4 12:50~13:50)
EE : BE #E% (EIHAMERtE > 2 —HZEFh)
Clinical Proteomics
2P-07 JOTA—LBIFICEBEAIMET Y Y — LD A EDES

13:20 ~ 13:25

2P-08
13:25 ~ 13:30

2P-09
13:30 ~ 13:35

Evaluation of Plasma Extracellular Vesicles Isolation Protocols for
Proteome Analysis

OfR #7258 RY'-MM H—'-8K K- B F'- &I B3~
RH &L HR R

AN - 2R - REMEAIOTA—LUY—FT7OI T b - REERFEKX
FHREFHER HILENR 2 - PAMKRRERRFUR LS 2 —KEAE S

ZRHBIEEIC ST 5 A TEAMmEBERiE#ROME 707427 X
R

A proteomics analysis of sera from osteoarthritis patients,
before/after joint replacement surgery.

AHS MEF - ER FF 2 OO RiE: - BE 51 - @ K-

HE 5 B AME - £H FHiF2 - LA aR

BRREBHEAFESZSS. BENR ' - BEREBEEXNZRSENFHZR. B
WARY ?  BEREREEXRFZRSENEMER. ERDFFS

> B4 v F ELISA EZ AWz iiE thrombin light chain BIERD
Fe1z & 5T

Development of a sandwich ELISA for the thrombin light chain
detected by serum proteome analysis

OB —="-FH# ¥x'-AF BX'-BR bHR'-5F ERE2-

TE F¥- 2R B2 B G 5 BR

FRERFESD - WIEMFER | - TEARFXRZEREFMRAR 2 - TEREAFEFEM
@Rk 3



RAZ— Poster

12:45 ~ 13:55

78288 (s&FH) July 28 (Fri)

RABZ—2F (A —Ew bER—)L2)
(A>F*x>>9 12:50~13:50)

2P-10
13:35 ~ 1340

2P-11
13:40 ~ 1345

2P-12
13:45 ~ 1350

EE : BE #E% (EIHAMERtE > 2 —HZEFh)
Clinical Proteomics

Zv bO7IVA—IVERESZSETIVICEIF 5L DR SRFFE D
R

Effects of so-called “alcohol free days” on alcohol-induced liver
injury in rats

OallR Bt ' - BA f/F ' - ME %5 - K M-k 55
NF &H?2- 8 —= - HME BA)
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A XH XX ODFRICHF B MALDI BioTyper System ERWE
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Use of the MALDI BioTyper system with MALDI-TOF MS for rapid
identification of microorganisms causing bacterial urinary tract
infection from urine samples
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Development of a sandwich ELISA for the C4BPA detected by
serum proteome analysis
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Acetyl-proteome analysis of glioma-derived stem cell
differentiation
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1255 ~ 13:00 Identification of pathogenic mutations in patients with rare
diseases using multi-omics analysis
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Systems Biology

2P-15 RIVFFIVRT—2%ZRBLIEDFRY T — VT —Lanlh
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Molecular network analysis of multi-omics data -Using Key Molnet,
an integration platform for biological information-

ORN EE - &/ &=k - HE BF -5 ®oIF - KA =K&F -
B MF - ivK XiE - BR % Ee A
Bt KM 7—%



RAZ— Poster

78288 (s&FH) July 28 (Fri)
RAZR—2E  (F—Ev bKR—IL2)

1245 ~ 1355 (A>7F> >4 12:50~13:50)
B tEH = (BDAMRS
Computational proteomics
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13:05 ~ 1310 Integrated Database for Proteomes jPOST: Mass spectrometry
Data Repository
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2P-17 Comprehensive bioinformatic approach for analyzing and
(25-2-6) detecting human missing proteins
13:10 ~ 13:15

OAmr Elguoshy'2 « Yoshitoshi Hirao' + Bo Xu' + Suguru Saito'

Ali F.Quadery' « Keiko Yamamoto' « Toshiaki Mitsui? + Tadashi Yamamoto'
Biofluid and Biomarker Center, Niigata University' » Graduate School of Science
and Technology, Niigata University?
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2P-19 Characterization of histone H3 post-translational modifications for

(25-1-3)
1320 ~ 1325

2P-20

13:25 ~ 13:30

2P-21
13:30 ~ 13:35

providing epigenetic information

(OHo-Geun Kwak « Takehiro Suzuki * Naoshi Dohmae
Biomolecular Characterization Unit, RIKEN CSRS

Clinical Proteomics
TV —LORMTATH I I ALK BHERDFRNA A< —
H—RER
Discovery of asthma biomarker by proteomics from peripheral
exosomes
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Proteomic profiling of peripheral exosomes to identify novel
biomarker candidates for emphysema
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1335 ~ 1340

2P-23
13:40 ~ 1345

2P-24
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D5
Involvement of orphan transporter SLC22A18 in the
post-translational modification of proteins in 293 cells
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Chemoproteomic and chemogenetic drug target identification of
a novel synthetic compound showing the potent anti-proliferative
activity against cancer cell lines.
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Quantitative proteome analysis of the BBB and brain parenchyma
in mouse model of insulin resistance
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Basic Biology 2 (mammal)

Phosphoproteomics reveals the cellular processes affected by
leucine transported through LATT

OPornparn Kongpracha « P. Wiriyasermkul? + N. [sozumi' « S. Okuda’, R. Ohgaki' +
S.Nagamori' - Y. Kanai'

Bio-system Pharmacology, Department of Pharmacology, Graduate School of
Medicine, Osaka University' « Department of Psychiatry, Columbia University
College of Physicians and Surgeons?

TO7H 2 XK BMMBERY X 71 VEREDB{LIKEE ST
Quantitative proteomics of global intracellular cysteine-thiol
redox states
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Toward Comprehensive Identification of Cleavage Sites Generated
by Ectodomain Shedding
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Proteomic approaches for identification of the proteins that
regulate a specific RNA
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Metaproteome analysis of human and mouse gut microbiota
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Pharmacoproteomics & Drug Development
# LU proteomic correlation profiling |Z & 21 L 3NH)F DIZHY

1315 ~ 1320 PDFEE

Target molecule identification of Fibrotic Pathway Inhibitor by
new proteomic correlation profiling
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Proteome analysis of urine exosomes derived from kidney
collecting duct
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The effects of preanalytical variables on serum peptidome profiles
following long-term storage
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Study on quality evaluation of serum/plasma specimens
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1335 ~ 1340 Urinary Peptidomic Identification Using Targeted Peptide/PTM
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Database Search
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Technological Advances

FRDRERNMFZEHEE Py-Tag (. 70T A —LDHITEART
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The Novel Stable Isotope Labelling Reagent Py-Tag is useful for
Proteome Analysis

OVYukie Tanaka' « A.lkeda? « C.Maruyama? + S.Murakami® - H.Katano? - S.Taira3
University of Fukui' « Taiyo Nippon SansoCo.? + Fukui Prefectural University3

Comprehensive Proteomic Analysis of Venoms from Seven Snakes
Indigenous to Southeast Asia

OL.Cannizzaro' + A.Devabhakuri? - K.Sopitthummakhun'3 « L.Chanhome* -
N.Pakmanee* « N.Chaiyabutr* - J.E.Elias? + D.M.Payne' -+ V.Sitprija* « T.Pisitkun’
Systems Biology Center, Faculty of Medicine, Chulalongkorn University' «
Department of Chemical and Systems Biology, Stanford University? « Faculty of
Science and Technology, Huachiew Chalermprakiet University* + Queen
Saovabha Memorial Institute, The Thai Red Cross Society*
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	University of Tsukuba1, National Institute of Crop Science2, Zhejiang University3, Niigata University4
	1P-18
	(1S-4-4)

	新規合成型HaloTagプロテインアレイ技術を利用した転写因子相互作用ネットワーク解析
	Mapping transcription factor networks using HaloTag protein arrays
	○矢崎 潤史
	理化学研究所統合生命医科学研究センター
	1P-19

	Activatable型光反応性基を用いた細胞種選択的なタンパク質の光ラベル化
	Development of activatable photophore for selective labeling of proteins in β-Gal expressing cells.
	○井上 大輝1・上野 匡1・浦野 泰照1, 2, 3
	東京大学大学院薬学系研究科1・東京大学大学院医学系研究科2・AMED CREST3
	1P-20
	(1S-3-1)

	Diced Electrophoresis Gel（DICE）法を用いた癌細胞における活性異常酵素の探索
	Discovery of tumor-associated aberrant activities of enzymes with enzymomics approach
	○小松 徹1・小名木 淳1・市橋 裕樹1・浦野 泰照1,2,3
	東京大学大学院薬学系研究科1・東京大学大学院医学系研究科2・AMED CREST3

	プロテオーム解析用高性能キャピラリーカラム
	High performance capillary columns for proteome analysis
	○本川 正規1・佐藤 亮1・森里 恵1・今野 行紀1・水口 博義2・佐藤 睦1
	ジーエルサイエンス1・京都モノテック2
	1P-22
	(1S-2-6)

	無孔性逆相カラムを用いた高感度プロテオーム解析システムの構築
	Development of nanoLC-MS/MS with nonporous reverse phase column for high-sensitive proteome analysis
	○川島 祐介1・小原 收1,2
	理化学研究所統合生命医科学研究センター1・かずさDNA研究所2
	1P-23

	インタクトタンパク質の高精度分離分析を目指したモノリスシリカキャピラリーカラムの開発
	Development of Monolithic Silica Capillary Column for High Resolution Separation of Intact Proteins
	○小林 宏資・助川 麻友・和田 啓男
	信和化工株式会社　R&Dグループ
	1P-24
	(1S-2-5)
	半導体発振の空洞共振装置によるプロテオミクスのためのマイクロ波照射前処理
	Microwave-Assisted Pretreatment for Proteomics by Cavity Resonance Device with Semiconductor Oscillation
	青木 富士子・平坂 建樹・吉村 武朗・○大内 将吉
	九州工業大学生命情報工学科
	1P-25

	質量分析を用いた新規絶対タンパク定量法による時計タンパクの定量
	A method for mass spectrometry-based absolute quantification reveals rhythmic variation of mouse circadian clock proteins
	○鳴海 良平1,2・清水 義宏2・鵜飼 磨貴2・大出 晃士2, 3・神田 元紀2・
	篠原 雄太2・佐藤 文2・松本 桂彦2・上田 泰己2,3
	医薬基盤・健康・栄養研究所1・理研生命システム研究センター2・東京大学大学院医学系研究科3
	1P-26

	ディーププロテオミクスを目指した前処理と測定/解析の検討
	Method development for deep proteomics
	○渡邊 史生・肥後 大輔
	サーモフィッシャーサイエンティフィック株式会社
	1P-27
	(1S-2-7)

	レーザーマイクロダイセクション －レクチンマイクロアレイによるマウス組織グライコームマッピング
	Mouse tissue glycome mapping by laser microdissection and lectin microarray
	○岡谷(永井) 千晶1・角田 修一1・Xia Zou2・吉田 真樹1・佐藤 隆1・
	松田 厚志3・萩原 梢1・清原 克恵1・板倉 陽子4・野呂 絵里花1・
	豊田 雅士4・Yan Zhang 2・成松 久1・久野 敦1
	産業技術総合研究所創薬基盤研究部門1・上海交通大学上海系統生物医学研究センター2・慶応大学医学部医化学3・東京都健康長寿医療センター研究所血管医学研究4
	1P-28

	二次元電気泳動法によるシェディングの解析
	An analysis of shedding by two-dimensional polyacrylamide gel electrophoresis
	○表山 和樹1・佐藤 利行1・佐藤 政秋1・有戸 光美1・末松 直也1・
	黒川 真奈絵2・加藤 智啓1
	聖マリアンナ医科大学大学院　疾患プロテオーム分子病態治療学1・聖マリアンナ医科大学大学院疾患バイオマーカー標的分子制御学2
	1P-29

	サイノメプレートを用いたタンパク質の分画
	Protein fractionation using the SAINOME-plate
	○井野 洋子1・香川 裕之1・秋山 知子1・河村 眞紀子2・平野 久1・
	木村 弥生1
	横浜市立大学　先端医科学研究センター1・sainome株式会社2
	1P-30

	標的同定のための光アフィニティービーズの効率的な作製法
	A new efficient method of generating photoaffinity beads for drug target identification.
	○濱田 友子・阿部 真之・高嶋 通雄・堤 今日子・大川 克也・西谷 陽一
	協和発酵キリン株式会社　研究開発本部　研究機能ユニット　化学研究所

	スルホクリック反応を利用した光反応性プローブの簡便合成と標的タンパク質同定の効率化
	Sulfo-click based facile synthesis of peptide photoprobe for rapid analysis of the target protein
	○林 龍二・森本 正大・千葉 順哉・畑中 保丸・友廣 岳則
	富山大学大学院医学薬学研究部（薬学）
	1P-32

	Kinase activity profiling by motif-targeting phosphoproteome analysis
	○Chia-Feng Tsai・Naoyuki Sugiyama・Yasushi Ishihama
	Graduate School of Pharmaceutical Sciences，Kyoto University
	1P-33

	N-terminal Arg/Lys Proteases for Shotgun Proteomics
	○Chih-Hsiang Chang・Naoyuki Sugiyama・Yasushi Ishihama
	Graduate School of Pharmaceutical Sciences，Kyoto University
	1P-34

	Signal Amplification for Low Abundant Plasma Proteins by Peptide Chimera (p-Chimera) Strategy
	○王 薏婷1・蔡 家烽2・園村 和弘1・石濱 泰2・松田 文彥1
	京都大学医学研究科附属ゲノム医学センター1・京都大学大学院薬学研究科2
	1P-35
	(0ES-4)

	マルチプレックス解析：深度とスループットの両立
	Multiplex Analysis: High Throughput and In-depth Quantitation
	○小形 公亮・Chia-Feng Tsai・若林 真樹・杉山 直幸・石濱 泰
	京都大学大学院薬学研究科

	DIA法を用いたハイスループットな血清プロテオーム解析
	Data independent acquisition mass spectrometry for high throughput serum proteomic strategy
	○伴 涼太朗1, 2・中居 佑介2・井野 洋子2・宮本 優子2・香川 裕之2・Frank Schmidt3・平野 久2・木村 弥生2
	横浜市立大学大学院 生命医科学研究科1・横浜市立大学 先端医科学研究センター2・グライフスヴァルト医科大学3
	1P-37

	システムレベルオミクスのための四重極スキャンを利用した新規DIA分析法の最適化
	METHOD OPTIMIZATION OF A NOVEL SCANNING QUADRUPOLE DIA METHOD FOR SYSTEM-LEVEL OMICS
	○寺崎 真樹1・Chris Hughes2・Keith Richardson2・Jason Wildgoose2・Johannes PC Vissers2・James I Langridge2
	日本ウォーターズ株式会社1・ウォーターズコーポレーション2
	1P-38

	AQUA法とSpike-inラベルフリー法によるハイブリッド型定量プロテオミクス
	Hybrid-type Quantitative Proteomics with AQUA and Spike-in Label-free Method
	○森 大1,2・大沼 澄子1・曽我 朋義1,2・冨田 勝1,2
	慶應義塾大学先端生命科学研究所1・慶應義塾大学政策メディア研究科2
	1P-39

	生体組織切片上のタンパク質分析に必要なマトリックス探索と質量校正方法
	Novel Matrix and On-tissue Calibration for Protein Analysis on Tissue Sections
	○名越 慶士郎・村上 麻佑子・高山 光男
	横浜市立大学
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	Improved sensitivity and specificity of proximity-dependent biotinylation approaches for interactomics
	○Akhilesh Pandey
	Johns Hopkins University School of Medicine

	Activity-based proteomics – protein and ligand discovery on a global scale
	○Benjamin F. Cravatt
	The Scripps Research Institute

	Mass spectrometry-based (phospho)proteomics uncovers mechanisms of intrinsic and acquired drug resistance
	○Benjamin Ruprecht1,*, Chen Meng1, Martin Frejno1, Jana Zecha1,
	Esther A. Zaal2, Alexander Hogrebe2, Wei Wu2, Celia Berkers2,
	Simone Lemeer1,2, Bernhard Küster 1
	Technical University of Munich1, Utrecht University2
	*Current address: Merck Research Laboratories

	Mass spectrometric analysis of cell line secretome and its application to biomarker discovery
	○Cheolju Lee
	Korea Institute of Science and Technology

	Structure-function Analyses of the Catalytic Domains of Eukaryotic Protein Kinases
	○Steven Pelech1,2, Shenshen Lai2, Javad Safaei2, Lambert Yue2
	Kinexus Bioinformatics Corporation1, University of British Columbia2

	定量プロテオミクス技術の開発と応用に関する研究
	Development of Quantitative Proteomics Technologies and Applications
	○松本 雅記
	九州大学・生体防御医学研究所

	分裂期クロマチンのプロテオミクス解析
	Proteomics analysis of mitotic chromosomes
	○太田 信哉
	高知大学 医学部 生化学講座

	無細胞合成ペプチドを利用したターゲッテドプロテオミクスによる絶対定量法
	Targeted proteomics based absolute quantification using cell-free synthesized peptides
	○鳴海 良平
	医薬基盤・健康・栄養研究所 プロテオームリサーチプロジェクト

	プロテオームデータの統合化とバイオインフォマティクス解析
	Integration of Proteome Data and Bioinformatics Analysis
	◯奥田 修二郎1
	新潟大学・医歯学総合研究科1

	ヒト脳脊髄液中Tauタンパク質の高感度質量分析とアイソフォーム識別部位の定量
	Highly Sensitive Mass Spectrometric Analysis of Tau Protein in Human Cerebrospinal Fluid and Quantitation of Isoform Discrimination Site
	日置 雄策・金子 直樹・○依田 里都子・関谷 禎規・岩本 慎一・田中耕一
	株式会社島津製作所 田中耕一記念質量分析研究所

	尿プロテオーム解析により同定されたafaminの糖尿病腎症進行予測マーカーとしての可能性
	Urinary Afamin Levels are Associated with the Progression of Diabetic Nephropathy
	○高橋 枝里1・久保田 浩之1・梶尾 裕1・山下 滋雄2・本田 律子1・
	志賀 智子1・野田 光彦3・鏑木 康志1
	国立国際医療研究センター1・JR東京総合病院2・埼玉医科大学3

	Wntシグナルを標的とする新規TNIK阻害剤開発へのプロテオーム解析技術の応用
	Application of Proteomic Technology in Development of Novel TNIK Inhibitor Blocking Wnt Signaling
	○増田 万里1・宇野 佑子2・柏本 茂樹2・森山 英樹2・澤 匡邦2・
	山田 哲司1
	国立がん研究センター研究所1・カルナバイサイエンス株式会社2

	リン酸化プロテオミクスによるエルロチニブ耐性非小細胞肺癌の性状解析及び創薬標的探索
	Phosphoproteomics of NSCLC cells treated with erlotinib reveals drug-resistant signatures and potential targets
	○足立 淳・阿部 雄一・長野 麻衣子・岸田 満里奈・佐藤 彩子・
	磯山 純子・朝長 毅
	医薬基盤・健康・栄養研究所

	プロテオミクス解析による非小細胞肺がんのバイオマーカー探索
	Proteomic identification of potential biomarkers of human non-small cell lung cancer
	○柳澤 聖
	名古屋大学大学院医学系研究科

	Development of early diagnostic biomarkers of lung cancer and pancreatic cancer by the detection of cancer-derived protein fragments in urine using the original MRM method
	○中里 雅光
	Neurology, Respirology, Endocrinology and Metabolism, Internal Madicine, University of Miyazaki
	iMPAQT:ヒトin vitroプロテオームに基づく大規模ターゲットプロテオミクス解析基盤
	iMPAQT: A Platform for Large-Scale Targeted Proteomics Based on an in Vitro Human Proteome
	○松本 雅記1・中山 敬一2
	九州大学 生体防御医学研究所、プロテオミクス分野1・九州大学 生体防御医学研究所、分子医科学分野2

	リボヌクレオプロテオミクス解析：質量分析を基礎とした網羅的なRNA転写後修飾解析法の開発
	Ribonucleoproteomics analysis: MS-based method for post-transcriptional modifications of RNAs
	○田岡 万悟1,3・中山 洋2,3・延 優子1,3・山内 芳雄1,3・礒辺 俊明1,3
	首都大学東京 大学院理工学研究科1・理化学研究所 環境資源科学研究センター 2・CREST 3

	タンパク質のリン酸化分子種全体を見える化するPhos-tag SDS-PAGE
	Phos-tag SDS-PAGE that permits the visualization of the entire protein phosphospecies
	○木下 恵美子
	広島大学大学院　医歯薬保健学研究科
	DIA法を用いたハイスループットな血清プロテオーム解析
	Data independent acquisition mass spectrometry for high throughput serum proteomic strategy
	○伴 涼太朗1, 2・中居 佑介2・井野 洋子2・宮本 優子2・香川 裕之2・Frank Schmidt3・平野 久2・木村 弥生2
	横浜市立大学大学院 生命医科学研究科1・横浜市立大学 先端医科学研究センター2・University Medicine Greifswald3
	半導体発振の空洞共振装置によるプロテオミクスのためのマイクロ波照射前処理
	Microwave-Assisted Pretreatment for Proteomics by Cavity Resonance Device with Semiconductor Oscillation
	青木 富士子・平坂 建樹・吉村 武朗・○大内 将吉
	九州工業大学生命情報工学科
	無孔性逆相カラムを用いた高感度プロテオーム解析システムの構築
	Development of nanoLC-MS/MS with nonporous reverse phase column for high-sensitive proteome analysis
	○川島 祐介1・小原 收1, 2
	理化学研究所統合生命医科学研究センター1・かずさDNA研究所2

	レーザーマイクロダイセクション －レクチンマイクロアレイによるマウス組織グライコームマッピング
	Mouse tissue glycome mapping by laser microdissection and lectin microarray
	○岡谷(永井) 千晶1・角田 修一1・Xia Zou 2・吉田 真樹1・佐藤 隆1・
	松田 厚志3・萩原 梢1・清原 克恵1・板倉 陽子4・野呂 絵里花1・
	豊田 雅士4・Yan Zhang 2・成松 久1・久野 敦1
	産業技術総合研究所創薬基盤研究部門1・上海交通大学上海系統生物医学研究センター2・慶応大学医学部医化学3・東京都健康長寿医療センター研究所血管医学研究4

	Diced Electrophoresis Gel（DICE）法を用いた癌細胞における活性異常酵素の探索
	Discovery of tumor-associated aberrant activities of enzymes with enzymomics approach
	○小松 徹1・小名木 淳1・市橋 裕樹1・浦野 泰照1, 2, 3
	東京大学大学院薬学系研究科1・東京大学大学院医学系研究科2・AMED-CREST3

	医薬品研究開発におけるプロテオミクスの応用
	Applications of proteomics for drug discovery and development
	○久保田 一石
	第一三共RDノバーレ株式会社　創薬基盤研究部

	Proteomics Strategies and Applications in Pharmaceutical Company
	○横田 博之
	アステラス製薬　研究本部

	Proteomics in rare cancer research
	○近藤　格
	国立がん研究センター研究所 希少がん研究分野

	プロテオーム解析によるユビキチン修飾を介した植物環境適応機構の解明
	Environmental Adaptation in Plants Mediated by Ubiquitin Modification that was Revealed by Proteome Analysis
	○山口 淳二・佐藤 長緒
	北海道大学大学院理学研究院/生命科学院

	DNAバーコードによる分子・細胞動態計測の加速
	DNA barcode technologies to facilitate measuring molecular and cellular dynamics
	○谷内江 望
	東京大学先端科学技術研究センター

	摂動実験により探るプロテオームの拘束条件
	Constraints of proteome revealed by a perturbation analysis
	○守屋 央朗
	岡山大学異分野融合先端研究コア/環境生命科学研究科

	新規合成型HaloTagプロテインアレイ技術を利用した転写因子相互作用ネットワーク解析
	Mapping transcription factor networks using HaloTag protein arrays
	○矢崎 潤史
	理化学研究所・統合生命医科学研究センター

	ニトロシル化解析から探る冠水ストレス下のエネルギー産生に対する一酸化窒素の役割
	S-nitrosoproteomic Analysis on the Role of Nitric Oxide in Energy Production under Flooding Stress
	○橋口 晶子1・小松 節子2,3
	筑波大学医学医療系1・筑波大学生命環境系2・農業・食品産業技術総合研究機構　次世代作物開発研究センター3

	PAPS合成酵素アイソフォームの生理機能解明
	Physiological functions of distinct PAPS synthetase isoforms
	上中 勝護1・山下 光恵1・黒木 勝久1・上地 珠代2・剣持 直哉2・Ming-Cheh Liu3・水光 正仁1・○榊原 陽一1
	宮崎大学農学部応用生物科学科1・宮崎大学フロンティア科学実験総合センター2・トレド大学薬学部3・

	Quantitative proteomics revealed that BAZ1 proteins regulate the precious timing of chromosome condensation in early mitosis
	○太田 信哉
	高知大学医学部生化学講座

	クロマチン再構成因子のリン酸化部位特異的変異の効果
	Effects of Phosphorylation Site-Specific Mutations in a Chromatin Remodeling Component
	○木村 鮎子・中林 潤・田村 智彦・木村 弥生・平野 久
	横浜市立大学　先端医科学研究センター

	Characterization of histone H3 post-translational modifications for providing epigenetic information
	○Ho-Geun Kwak・Takehiro Suzuki・Naoshi Dohmae
	Biomolecular Characterization Unit, RIKEN CSRS

	エクトドメインシェディング切断部位の網羅的同定
	Toward Comprehensive Identification of Cleavage Sites Generated by Ectodomain Shedding
	○津曲 和哉・山本 英人・張 智翔・杉山 直幸・石濱 泰
	京都大学大学院薬学研究科

	オーファントランスポーターSLC22A18のタンパク質翻訳後修飾への関与
	Involvement of orphan transporter SLC22A18 in the post-translational modification of proteins in 293 cells
	○伊藤 慎悟1, 2, 3・本多 玄太郎2・赤澤 貴憲4・寺崎 哲也4・大槻 純男1, 2, 3
	熊本大学大学院生命科学研究部(薬)1・熊本大学薬学部2・AMED-CREST3・東北大学大学院薬学研究科4

	プロテオームデータの標準化とデータベースの世界動向
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