Mass / charge

. ab . c Glycan and Accuracy Sample
Protein name Peptide sequence modification® precursor (ppm)° type
charge
Cell Surface CSPGs
“Brain-specific
N . 250 278
angiogenesis ALVPGGPAPPAEADLHSGSSNDLFTTEMR Y _ .
nibibitor 2 SOS800% 1310910, 3+  +7.5 CSF
/ r— .
CD44 antigen 19 TNPEDIYPSNPTDDDVSSGSSSER % QE)QOOﬁ? 1188.130; 3+ +42 Urine
SOS00%- 12147823+ +34
a, b, : 132 156
CD99L2 protein Y GSNDDPGSGGFLNPEAPVGHVK OOS00%- 1103128, 3+ a7 CSF
35 46
CSPG5 EAGSAVEAEELVK' OOS00%- 7756593+ +54 CSF
HLA class IT ®
histocompatibility 275 288 V. . 1259.506; 2+ +5.7 Urine
antigen gamma LELEDPSSGLGVTK SOSO0%
chain
D]y . pa | — .
Plexin domain- G AGHDEGPGSGWAAK™ OOS00%-  797306; 3+ 11 CSF and
containing protein ® Urine
SO600%-  823.959; 3+ -3.6
Receptor-type
tyrosine-protein 2FSGNNDHFLAINQK* . 5 .
phosphatase R SOS800% 866.695; 3+ +2.6 CSF
Extracellular Matrix CSPGs
Basement
membrane-specific
heparan sulfate 8T WHLEGSGGN*'% /e% &00%- 1028763+ 469 Sifl :“d
proteoglycan core
protein
Brevican core 403 429 ©/®
protein GAIYSIPIMEDGGGGSSTPEDPAEAPR r— 1249.832: 3+ 439 P
SOS00%-
&’Sigci’;fr}pha'l BITPEELCDPEESSASGETSGLQE! - % ©00%
- 1142.413; 3+ +5.5 Urine
Decorin *'DEASGIGPEVPDDR* p ® CSF and
SOSO0O0W- 12654553+  +4.0 Urine
ar o . Vi _ .
Laminin subunit ®DDNAFPFDIEGSSAVGR* el:l QOOY\J 930.704; 3+ +29 Urine
alpha-4 ®
SOS00%-  957.359;3+ +52
“Matrix-remodeling- e1yp b1y 1y EDEGGSGMGDEENTSR 2
associated protein 5 SOS00%- 11254453+ +7.1 CSF
SOS00-  840.964; 5+ +3.5
Neurocan core /6% QOOﬁ_ 1070.936; 4+ -1.7
i 3 AHHPTSQHGDLETPSSGDEGEILSAEGPPVR**® T ’ CSF
protemn +0,10r2 ©/®
¢ . 1299.275; 4+
/GD QOOﬁ (without +4.5
GDQOOﬁr- modifications)




Neurocan core

389 422 V4 .
protein ELEPTLEEEEVVTPDFQEPLVSSGEEETLILEEK' SOS00W-  1220.800; 4+ 4.4 CSF
SO0400%-
“Osteopontin 23DSYETSQLDDQSAETHSHK! ® 793.557; 4+ +1.5 Sfii:“d
. e
OO S00% 1084.394; 3+ +2.7
a . 302 314 ® . CSF and
'Osteopontin ISHELDSASSEVN /eD QOOﬁ‘ 1230.941; 2+ +1.2 Urine
Versican core S2DTEVGHQAHEHTEPVSLFPEESSGEIAIDQESQK . CSF and
protein 1539 QD QOOQ— 951.610; 5+ +4.0 Urine
Intracellular Granules CSPGs
SO0~ 14525453+  +8.1
Bone marrow SELEEEEEWGSGSEDASK® Urine
proteoglycan ® ®
SOS00%- 14925123+ -22
*Cholecystokinin 21QPVPPADPAGSGLQR® SOS00T-  822.683; 3+ +14 Sf;:“d
¢ OO%- 6715873+ -4.6 CSF and
Chromogranin-A “9KEEEGSANR*’ el:l Q g Urine
698.242; 3+ -53
SO400%-
Collagen and y OO%- .
calcium-binding DL GSGDDHPR™! SHSOOK- uLs 22 Urine
EGF domain- = ©®
containing protein 1 /eljeooﬁrl_ 1071.358: 3+ 101
/ — .
“Dermeidin 2YDPEAASAPGSGNPCHEASAAQK* @%l)QOOﬁ? 1103.433; 3+ +1.0 Urine
SOS00%- 11300843+ +05
¢ OOy~ 9887523+ +4.9
“Neuropeptide W 120APEPALEPESLDFSGAGQR'* O Zé? Sfii:“d
1015.405; 3+ +2.9
SO400%-
v I:l - .
“Secretogranin-1 $DPADASEAHESSSR'! OS0C g 817.970;3+  +20 CSF and
Urine
SOS00Y-  844.625:3+ +1.0
iSecretogranin-1 B5SSQESGEETGSQENHPQESK?* @I:l &00%- 1046.734: 3+ 136 o
iSecretogranin-3 ELSAERPLNEQIAEAEEDK™ OOS00%- 10554513+ 34 Urine
Miscell CSPGs
@DQOOQ‘ 1041.125; 3+ +0.4
CSF and
Bikunin 2 AVLPQEEEGSGGGQLVTEVTK?* 4 ® 1067.779; 3+ -2.1 Urine
- SOS00%- ’
® ®
SO600%- 10944373+ +47




®®

®
Bikunin 2 AVLPQEEEGSGGGQLVTEVTK?* Y _1094.432; 3+ +2.7 CSF and
©0$00% CsF
“Neuroserpin 3%YMHPETMNTSGHDFEEL*" SOS00%- 089.718: 34 68 CSF

“Indicate novel CSPGs identified in this study.

°Identified in searches against NCBInr.

‘Bold and underlined serine residues depict established attachment sites while bold depict probable
attachment sites.

The CS-hexasaccharide were identified either without or with sulfate (SO;’) and/or phosphate (PO;’)
modifications and their positions on the hexasaccharide structure are indicated. The positioning and
distinction of sulfate- (79.9663 Da) and phosphate (79.9568 Da) modifications were made by
manually evaluating the MS2-spectra. When the expected modifications could not be identified a
bracket including the whole hexasaccharide structure is presented as the expected modification could
be, in theory, anywhere on the glycan.

“The accuracy denotes the difference between the theoretical and the measured mass for a randomly
selected precursor ion of each CS-glycopeptide. For CS-glycopeptides where the nature of the
expected modification could not be determined (i.e. sulfate- or phosphate) the theoretical mass is

calculated based on the assumption of a sulfate modification.



