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CID-MS2 spectrum of the disulfide-linked peptide (derived from Lys-C plus trypsin plus 
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Figure S3A

CID-MS2 spectrum of the disulfide-linked (Lys-C plus trypsin) peptide with an N-linked 

glycan 
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Figure S3B

ETD-MS2 spectrum of the disulfide-linked (Lys-C plus trypsin) peptide with an N-

linked glycan 
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Figure S4

ETD-MS2 spectrum of the disulfide-linked tryptic peptide (Lys-C plus trypsin) with 

N-linked glycosylation site after deglycosylation
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CID-MS3 spectrum of the partially dissociated disulfide-linked peptide (P4-P5-P6) 

derived from the ETD fragmentation in Figure 6

Figure S6

1016.75

P4 2+

P5-P6 3+

P4-P5 3+

z10 2+(P5)

z11 2+(P5)

1320.2

P5 2+

831.01

P6 2+

P6 1+

z12 2+(P5)

z4 1+ (P5)

TVCLPPADLQLPDWTECE (P4)

SGGPQANLHDACQGDSGGPLVCLNDGR (P5)

MTLVG I ISWGLGCGQK (P6)

z10

b7 1+ (P6)b6 1+ (P6)

1723.8

y7 3+(P4)

y7


