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Fig. 10 LC-MS/MS of tryptic digest of a-fetoprotein

Column Magic C18

3 u, 0.2*50 mm, 2 ul/min

A: 2 % CH,CN + 0.1 % formic acid
B: 90 % CH,CN + 0.1 % formic acid
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(B) TIC for the product ion scan at my/z 100 - 2000
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Fig. 11 Product ion spectrum of M*(m/z1061.83+) at 25 min
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Fig. 13 LC-MS/MS of tryptic digest of ceruloplasmin

Column Magic C18
3 u, 0.2*50 mm, 2 ul/min
A: 2 % CH,CN + 0.1 % formic acid
- B:90 % CH,CN + 0.1 % formic acid
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(B) TIC for the product ion scan at m/z 100 - 2000
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Fig. 14 Product ion spectrum of M+*(m/z1366.63+) at 25 min

149




sdo ‘Aususiyj

1.4e5

1.2e5 1
1.0e5 1
8.0e4 1

6.0e4 1

(A) TIC for the full scan m/z 400-2000

10 20 30 40 50 60 70 80 90 100 110 120

Time, min

Fig. 15 LC-MS/MS of tryptic digest of human serum

Column Magic C18

3 u, 0.2*50 mm, 2 ul/min

A: 2 % CH,CN + 0.1 % formic acid
B: 90 % CH,CN + 0.1 % formic acid
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(B) Product ion scan at m/z 100-2000
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Fig. 16 Product ion spectrum of M*(m/z1221.73*) at 26 min
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Fig. 17 Oligosaccharide profiling of CHO (A) and CHO-Ill (B) cells
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Fig. 18 Mass spectra of bisecting biantennaries from CHOIII membrane
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Fig. 19 Peak area ratio of oligosaccharides from CHO and
CHOIII membrane
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(A) 2D-PAGE

Fig. 20 2D-GE of CHO-III membrane proteins

(A) Sypro Orange, (B) Lectin blot
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Fig. 21 (A) SDS-PAGE of CHO-III membrane
(B) 2D-GE of band A, (c¢) Lectin blot of Band A
(D) 2D-GE of band B, (D) Lectin blot of Band B
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of Integrin a-3 (CD49c¢)
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