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Identification for tumor marker peptides showing qualitative changes

Masuishi, Yusuke
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The aim of this study is to search for CEA peptides in human serum that can
distinguish between normal and cancer patients. Optimization of IP-MRM (immunoprecipitation multiple
reaction monitoring) was carried out using human serum from colorectal cancer patients with high
CEA concentrations. As a result, we selected the eight kinds of peptides and create MRM transition.
Next, to verify the qualitative changes of CEA in human serum from colorectal (n=3), lung (n=2)
cancer patients and normal (n=5), we used the IP-MRM method. However, there were no significant
differences between these groups.

CEA CEACAMS MRM  IP-MRM



1
2
IP
multiple reaction monitoring(MRM)
(IP-MRM ) 0.1-10 ng/ml

(Arakawa et al. J
Proteome Res 2013)

IP-MRM
2
CEA
N 11
12
CEA
CEA
CEA
CEA IP MRM
MRM CEA
IP CEA
MRM CEA
CEA
(200ng/ml )
IP
LTQ
Orbitrap Velos  Thermo Fisher
Scientific CEA
LC MS/MS
MASCOT
MRM N
CEA
H2180 PNGase
180

Asn-Asp MASCOT
CEA N

MRM

Skyline
(Brendan MacLean1, et al.
BIOINFORMATICS 2014)
SILAC CEA
HEK293
CEA
CEA
CEA IP-MRM

QTRAP 5500
IP-MRM
AIA-600

AB SCIEX CEA

CEA
CEA 10-20ng/ml
IP-MRM
3 2 2

Skyline
CEA

CEA IP

Orbitrap Velos
CEA
MRM
5500 CEA MRM
IP-MRM
8 CEA
8 5

QTRAP

SDLVNEEATGQFR - m/z(Da) 734.8436"
LOLSNGNR - m/z(Da) 452.7403*

TLTLFNVTR - m/z(Da) 534.3027*

CETQNPVSAR - m/z(Da) 581.2695

LQLSNDNR - m/z(Da) 481.7430*

TLTLLSVTR - m/z(Da) 502.3109**
NSGLYTCQANNSASGHSR - m/z(Da) 642.9463+*
AYVCGIQNSVSANR - m/z(Da) 771.3668**

N:NEEHEHEZ TS T RANRSEY
C:AILINZSRAFILIES AT A

1 MRM CEA
CEA CEA
IP-MRM Coverage 50.28 N
11 12

CEA



0

&

IP-MRM

CEA
GPI
GPI
CEA C
CEA AlA-600
CEA 20ng/mi
13 6
9 8
114 20ng/ml CEA
10ng/ml
5 CEA
10-20ng/ml
3
2 2 3
8 CEA
CEA 10-20ng/ml
IP-MRM
CEA 8 3
SDLVNEEATGQFR -
733.3495+ TLTLFNVTR - 534.3027+*
TLTLLSVTR - 502.3109+* CEA
2 IP-MRM
AlA-600
IP-MRM

>\ \
@P &

O s > '1/
JEANF A B B 4
& &8

HAIA-600 T B IP-MRM IP-MRM ® [P-MRM
(SDLVNEEATGQFR) (TLTLFNVTR) (TLTLLSVTR)

2 CEA ng/ml

3

Masuishi Y, Kimura Y, Arakawa N,
Hirano H Identification  of
glycosylphosphatidylinositol-anchored
proteins and w-sites using TiO 2-based
affinity  purification followed by
hydrogen fluoride treatment. Journal
of Proteomics (2016) 139(29):77-83
Yusuke Masuishi, Yayoi Kimura,
Noriaki Arakawa, Hisashi Hirano
Data for identification of GPI-anchored
peptides and w-sites in cancer cell lines.
Data in Brief (2016) 7:1302-1305
Arakawa N, Kobayashi H, Yonemoto N,
Masuishi Y, Ino Y, Shigetomi H,
Furukawa N, Ohtake N, Miyagi Y,
Hirahara F, Hirano H, Miyagi E.
Clinical Significance of Tissue Factor
Pathway Inhibitor 2, a Serum
Biomarker Candidate for Ovarian
Clear Cell Carcinoma. PLoS One.
(2016) Oct 31;11(10):e0165609

0

3
Masuishi, Y., Kimura, Y., Arakawa, N.,
Hirano, H.

Glycosylphosphatidylinositol-anchore
d Proteins Profile in Organs HUPO
2016, the 15th Annual World Congress
Taipei, Taiwan (2016)

b b K

GPI
2016 , 2016 7

Masuishi, Y., Kimura, Y., Arakawa, N.,
Hirano, H ,Identification method for
glycosylphosphatidylinositol anchored
proteins and w-sites using TiO2-based
affinity purification, IV International
Caparica Conference on Analytical
Proteomics, Portugal (2015)

0



http://www.fmu.ac.jp/home/hygiene/index.h
tml/

o))
MASUISHI YUSUKE
20626767

@

®)

*



