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Gagneux P et al. 1999. Glycobiology 9: 747
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Helenius A, Science, 2001, 291, 2364
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GnT-IV GIcNAcB1 —-42Mana1 Dennis JW, Science, 1987
GnT-l  GIcNACBT —" Law KS, Cell, 2007
Pang PC, Science, 2011
Liu YC, PNAS, 2011
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==
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Promotion of [GnT—V g'ene] Suppression of
cancer metastasis

cancer metastasis

Zhao Y et al. Cancer Sci, 2008, 99, 1304
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Unique N-glycosites
Known site of known glycoprotein 906
Novel site of known glycoprotein 1209
Novel site of novel glycoprotein 383
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EGFR Wu S, et al. MCP, 2006
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List of glycopeptides of EGFR identified upon stimulation of an A 431 cell line with EGF

Start End Peptide sequences” M + H]*D chgrzsee:;:gsc Glycosylation sites®
14 56 LTQLGTFEDHFLSLQRMFN*NCEVVLGNLEITYVOQRNYDLSFLK  5165.5863  4+,5+ Asn®2-p (complex)
57 105 TIQEVAGYVLIALNTVERIPLENLQIRGNMYYENSYALAVLSNYDA- 5559.8831 4+, 5+ Asn'®-n

N'K
110 165 ELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSN*MS-  6533.1104 6+, 7+ Asn's'-f (complex)

MDFQNHLGSCQK i
166 185 CDPSCPN*GSCWGAGEENCQK 2312.8423 2+, 3+ Asn'72-n ngh mannose/
323 333 DSLSIN*ATNIK 1175.6266 2+, 3+ Asn®?8f (high mannose) hybrid
337 372 N*CTSISGDLHILPVAFRGDSFTHTPPLDPQELDILK 4004.0221  4+,5+ Asn®¥-f (high mannose)
376 407 EITGFLLIQAWPEN*RTDLHAFENLEIRGRTK 3781.0183  3+,4+ Asn**°-p (complex)
408 430 QHGQFSLAVVSLN*ITSLGLRSLK 2468.3983 3+, 4+ Asn*2°-f (complex)
477 514 ATGQVCHALCSPEGCWGPEPRDCVSCRN*VSRGRECVDK 4446.9423  4+,5+.6+, 7+ Asn®®-f (complex)
515 569 CNLLEGEPREFVENSECIQCHPECLPQAMN 6570.8425 5+, 6+, 7+, 8+ Asn®“-p (complex)

*ITCTGRGPDNCIQCAHYIDGPHCVK complex
570 585 TCPAGVMGEN*NTLVWK 1776.8407  2+,3+ Asn®™-p (complex)
586 618 YADAGHVCHLCHPN*CTYGCTGPGLEGCPTNGPK 3657.5184  3+,4+, 5+ Asn®®-f (high mannose)

Thaysen-Andersen M, et al. Anal Chem, 2009
P01857 Ig gamma-1 chain C region EEQYNSTYR 180 Complex complex
Rudd PM, et al. Biochemistry, 1999
Neutrophil gelatinase-

P80188 LCN2 SYnVTSVLFR 85 Complex complex

associated lipocalin
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kinase
kinase
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erbB-2 ERBB2
erbB-2 ERBB2
erbB-2 ERBB2
erbB-2 ERBB2

erbB-3 ERBB3
erbB-3 ERBB3
erbB-3 ERBB3
erbB-3 ERBB3
erbB-3 ERBB3
erbB-3 ERBB3

None of the ligands bind
ERBB2, but ERBB2 is the
preferred dimerization

partner for all the other
ERBB receptors.- Nat

Rev Cancer 2005

PLECARER

NNQLALTLIDTnR (S)
GPGPTQCVnCSQF
HFnHSGTCELHCPALVTY
CQPQnGSVTCFGPE

NTnSSHALRQL
HFnDSGACVPR
FQTVDSSNIDGFVnCTK
SnLTTIGGRSLY
NLnVTSLGFR
QLCYHHSLnWTK

EGF BTC

=
187
530
259
571

126
250

HEMHEEY
Complex
Complex
Complex
Complex
Complex
High-mannose and/or hybrid

353 High-mannose and/or hybrid

414 High-mannose and/or hybrid

437 High-mannose and/or hybrid

469 High-mannose and/or hybrid
NRGH NRG3
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Fibroblast growth factor receptor 1 FGFR1 SPHRPILQAGLPANK(T) 264 Complex
Fibroblast growth factor receptor 1 FGFR1 TAGVNTTDKEMEVLHLR 317 Complex
Fibroblast growth factor receptor 1 FGFR1 DGVQLAESNR(T) 77 Complex
Fibroblast growth factor receptor-like 1 FGFRL1 AGAINATYK 231 Complex
Fibroblast growth factor receptor-like 1 FGFRL1 GAEGRHNSTIDVGGQKF 293 Complex
Fibroblast growth factor receptor 3 FGFR3 GnYTCVVENK 225 Complex
Fibroblast growth factor receptor 3 FGFR3 SLHNVTFEDAGEY 328 Complex
. SPHRPILQAGLPANTTAVVGS

Fibroblast growth factor receptor 4 FGFR4 DVELLCK 258 Complex
Fibroblast growth factor receptor 4 FGFR4 HIVINGSSFGADGFPYVQVLK 290 Complex
Fibroblast growth factor receptor 4  FGFR4 TADINSSEVEVLYLR 311 E}'/%rr‘i'g“annose and/or
Fibroblast growth factor receptor 4  FGFR4 LRNVSAEDAGEY R E}'/%?i'g“annose el
Fibroblast growth factor receptor 3 FGFR3 LQVLNASHEDSGAYSCR 98 AlEITEETITIESE

hybrid
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Cell-cell signaling ® High-mannose and hybrid
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Helenius A, Science, 2001, 291, 2364
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Liver cirrhosis HCC C

pseudo-positive; 60% positive for
Less than 5% AFP-producing HCC

fucosylated AFP

< L1 fraction

mpe 2 LN

N

<+ L3 fraction D

GnT-Vv
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GnT-1I
- GnT-lll
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GnT-Iv H GicNAc 4\ Fuc

. Man
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Non-HCC HCC

la 4a
— e <4—
Total Serum gp73
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Non-HCC HCC
Jags 4a
Fucosylated n J
SRR _ gp73

GP73

N

AFP-L3 used as a HCC biomarker

Miyoshi E et al. J. Biochem., 2009, 143: 725-9

GP73 as a potential HCC biomarker

Block T M et al. PNAS 2005;102:779-784
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Gl Number CF glycoprotein

Apolipoprotein B-100
Alpha-1B-glycoprotein
Alpha-1-antitrypsin

Golgi membrane protein 1 ( GP 73 )
IgGFc-binding protein

ADAMTS-like protein 2

Apolipoprotein B (14 C4b-binding protein beta
fold), A1AT(3.6fold), Zinc-alpha-2-glycoprotein

Von Willebrand factor preproprotein
Immunoglobulin J chain
Serotransferrin
Alpha-1-antichymotrypsin
Alpha-1-acid glycoprotein 1
Alpha-2-HS-glycoprotein preproprotein
Integrin alpha-5

189458817 Transferrin receptor protein 1
7705308 Growth/differentiation factor 2

262206315 L-selectin

110735433 CD276 antigen isoform b
148762980 Sialic acid-binding Ig-like lectin 14
187960042 E-selectin

301172750 Mucin-5B

4501989 Alpha-fetoprotein ( AFP )

FrEm AR/ IER A Mm%

HCC
up-regulation fold
14.0
7.5
3.6
3.5
3.1
3.0
3.0
2.8
2.7
2.6
25
25
2.3
2.1
2.0
2.0
2.0
2.0
FHRREA
FERREA
FHRREA
FHRRA
BRRA
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