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(B) Product ion scan at m/z 100-2000
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Residie  Mass b b-NH3 ¥ y-NH3
M 1310 1320 1150 26794 2662.4
v 99.1 2311 2141 2548.4 25313
s 87.0 8.1 301.1 24493 24323
H 1374 4552 4382 2362.3 23452
H 137 5923 5152 22252 2208.2
N 1140 7063 6893 2088.1 20711
L 131 8194 8024 19741 19571
T 1010 9204 9034 18610 18440
T 1010 10215 10045 17600 17429
G 570 10785 10615 16589 16419
A 710 11495 11325 16019 15849
T 1010 12506 12326 15309 15138
L 131 | 13637 13467 142938 14128
M.W. 4882.8 ! 1131 14763 1459.7 13167 12907
Peptide 2678.4 N 1140 15508 15738 12036 11866
CHO 2222 8 E 1200 171958 17028 1089.6 10726
: Q 1281 18479 18309 9608 9435
w 1861 20340 20170 8325 8155
L 1131 2147.1 21300 6464 6294
L 1131 22602 22431 5333 5163
204,0761
T 1010 2361.2 23442 4202 4032
T 1010 2462.2 24452 3192 3022
A 70 25333 25163 218.1 201.1
120
K 1281 26614 2644 4 1471 1300
~468.0564(1)
100
274.0844(1)
5 80 - ~366,1251(1)
=
®
=
@,
£ 0 .
Q ‘ Glycopeptide of haptoglobin
= {184.067
S
» 40 | ~299.0876
2 4p0.2307
20 hadHes 33.3230(1)
3.0502592.2 832.4773
60.5296(1) 14428099
0 . 2 gy brly [ +

200 400 600 800 1000 1200 1400 1600 1800 2000

m/z, amu

38 Product ion spectruml8f M*(m/z1221.73*) at 26 min
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QRVISLTACL VNQNLRLDCR HENNTNLPIQ
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HEFSLTREKK KHVLSGTLGVY PEHTYRSRVN
70 74 80 90
LFSDRFIKVL. TLANFTTKDE GDYMCELRVS

98 100 110
GQNPTSSNKT INVIRDKLVK ('3
GPl-anchor

39 Separation of soluble GPI-proteins in rat brain by SDS-PAGE, and
amino acid sequence of rat Thy-1 (Bold, N-glycosylation site)
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B140 Total ion (m/z 300-2,000) chromatogram of trypsin-digested Thy-
1(A), mass chromatograms of m/z 204(B), and m/z 292(C) ion produced
by in-source CID, total ion chromatogram of product ions by data-
dependent CID MS? (D), and mass chromatogrm of neutral loss ions (81

u )by MS?(E)
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Calculated glycopeptide mass: 3022.40
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Eat1 MS?(A), MS? (B), and MS* (C) spectrum of glycopeptide ion (m/z

1512.21%*) in peak T3
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(Man), Fluc Calculated glycopeptide mass: 3049.54
Y. 2a I Theoretical peptide mass: 1117.54
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143 MS? (A) and MS? (B) spectra of glycopeptide ion (m/z 937.27%*) in peak T4
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44 Total ion (m/z 300-2,000) chromatogram of AspN-digested Thy-
1(A), mass chromatograms of m/z 204(B), m/z 292(C), m/z 286 (D), and
m/z 422 1on produced by in-source CID, total ion chromatogram of
product ions by data-dependent CID MS? (F), and mass chromatogrm of

neutral loss ions (81 u )by MS2(G)
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B445 Product ion spectrum of GPI-peptide (m/z 1050.892)in peak Al, and 2
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E49. RT-PCR iZX5 Cx43 @ mRNA ¥,
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“Copray SV40
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