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dissociation (CID) and electron activated dissociation (EAD) in combination with a multi-enzyme approach lon source gas 1 50 psi Source temperature 450°C j > CID generated limited fragment information near the > O-glycan composition Hexy HexNACNeUAG,y g
(trypsin + Glu-C). The performance of CID and EAD in terms of peptide backbone coverage for disulfides at lon source gas 2 50 psi lon Spray voltage 5500 V 200010 - position where cysteines form the disulfide linkage ] _ o D¢
different complexity level were compared. For simple disulfides with relatively short peptides, both CID and EAD : : ] 20000 > 2 potential O-glycosylation sites at 15t Thr or 3@ Thr
works equally well in generating fragments for good peptide backbone sequence coverage. However, when the Curtain gas 35 psi CAD gas 7 ] 2ha 1
!ength of_peptide_s inc_:reases, I_EAD provides_ uni_que ben_efits in ger_1e_rating wealth of fr_agments for every peptide MS range 300—2000 m/z Accumulation time 0.2s 0000 - ]
involved in the disulfides. Particularly, for disulfide peptides containing more than 2 disulfide bonds, CID _ _ —— _ 10000 -
generated very limited peptide backbone fragments; whereas EAD generated abundant fragments for the solid Delustering potential 80V Time bins to sum 8 ] 2y3 , ) ) ] Tya Zyq
identification of every peptide. In addition, as a soft fragmentation technique, EAD also was able to successfully ] | | || |‘| l| | Eﬁ U LU TE-PI:JH?I |!ilnE nd_-- -*| - |
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Figure 1. CID and EAD MS/MS spectra of disulfide peptide VTCVVVDVSHEDPE/CK (Cys281-Cys341). LPAQVAFTPYAPEPGSTCR/YYDQTAQMCCSK/VFCTK (Cys18-Cys31, Cys32-Cys45).
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