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APTS DB-1 ( 50 um 20cm)

50 mM Tris- pH7.0 /0.5% PEG70000 20 kv
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Fig. 1. Typical carbohydrate structures in IgGs.
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Fig. 2. Oligosaccharide maps of trastuzumab after derivatization with APTS (left) and 3-AA

(riaht). Structures of peak I-1V are shown in Fia. 1.
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Table 1. Reproducibility of relative percentages of major peaks in APTS method (left) and
3-AA method (right).

Relative corrected peak area

APTS Method 3-AA Method
Injection
1 61.8 26.9 7.9 3.6 57.2 29.8 8.7 4.4
2 60.7 27.6 8.1 35 57.3 29.1 9.2 4.5
3 59.4 28.5 8.5 3.6 57.7 29.7 8.2 4.5
4 58.6 28.8 8.7 3.9 57.5 29.7 8.3 4.6
5 58.2 29.0 8.8 4.0 56.6 29.6 9.6 4.2
6 58.4 28.8 8.7 4.1 57.2 29.5 8.7 4.6
Mean 59.5 28.3 8.5 3.8 57.2 29.6 8.8 4.4
S.D. 15 0.8 0.3 0.3 0.4 0.2 0.5 0.1
R.S.D.(%) 25 3.0 4.1 6.6 0.6 0.8 6.1 3.2
Structures - asinFig. 1.
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Fig. 3. Analysis of carbohydrate chains of trastuzumab after derivatization with 3-AA using

70 cm capillary.
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Table 2. Lot to lot analysis of two therapeutic antibody products (rituximab and trastuzumab)
by 3-AA method.

Relative corrected peak area

rituximab trastuzumab
Lot Lot
a 375 30.5 155 16.5 a 55.8 26.3 114 6.5
b 43.4 37.2 9.9 9.5 b 56.5 27.9 10.5 5.0
c 43.1 36.4 10.4 10.1 c 53.7 28.6 12.6 5.1
d 47.1 36.0 9.4 7.5 d 57.6 26.5 10.8 5.0
e 46.4 35.8 9.6 8.1 e 55.1 30.3 9.2 54
f 421 33.3 12.8 11.8 f 55.9 29.1 10.3 4.8
g 42.3 37.5 10.4 9.8
Mean 43.1 35.2 11.2 10.5 Mean 55.8 28.1 10.8 5.3
S.D. 3.2 2.5 2.2 3.0 S.D. 1.3 15 1.1 0.6
R.S.D.(%) 7.3 7.0 19.8 28.8 R.S.D.(%) 2.4 5.4 10.4 115
Structures - asinFig. 1.
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