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Fragment labe : Expected | Observed [Mass error|Frangementatio
Linkage :

I mass (Da) | mass (Da) (ppm) n confirm
1.T2-1:T5 Cys 23=Cys 88 [7344.40414| 7344.3887 -2.1 N,
179-1T16 %Z 134=Cys | 35567563 | 35567554 | -0.2 J
1:T17-18- Cys 214=Cys
5 T17 296 1261.4936 | 1261.4927 -0.7 J
2:T2-2:T9 Cys 22=Cys 96 | 3371.4806 | 3371.4799 -0.2 J
2:T12-2:T13 %é 150=Cys  19917.92663| 79179179 | -1.1 J

Cys 232=Cys
2:T18-3:T18 |232,Cys 5455.79065| 5455.776 -2.7 J
235=Cys 235
2:120-2:T26- Cys 267=Cys |00 54336| 27573435 | 01 J
27 327
27342739 [ VS 373=LYS 3045 83088 38458282 | -07 J
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Theoretical | Observed
Mono m/z | Mono m/z

1091.964 1091.965 0.62163 3;4 T18;T18

Error (PPM) Chains Peptide Disulfide Bonds Sequence

3.T18@4(232)=4.T18@4(232), [THTCPPCPAPELLGGPSVFLFPPKPK;
3.T18@7(235)=4.T18@7(235) [THTCPPCPAPELLGGPSVFLFPPKPK

@ +MS/MS (100 - 2000) from IgG1_Disulfide_XMJ_20211123.wiff2 (sample 1) - IgG1_Disulfide_XMJ_20211123, Experiment 4 @ 44.28 min, Precursor: 1091.9652 Da.

1-i23,25
2000 1 1-i22,24 1-ys
* 2-i23,25 2-y5
g 1900 0.i22.24 566.3645 2.y
>
s 1000 - 323.2071 N 1-yg 1y g .
5 *120.0800 (1) Y11 74713.4338 2y g Y11 2y 13
£ 500 - ! *167.0822 567.3689 (1) 2'y1 1 +2 | 973 5828 1'y1 1 1-y1 3
l *409. 1810 (1) 628.8753 /714-4374 (1) 1256.7321 13707771 *1456.3878 (3)
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