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ABSTRACT RESULTS Figure 2 shows that ECD fragmentation yields fragmentation information that confirm detection of the T39-40
CID Fragmentation ECD Fragmentation and T41 peptide in both the M(SH) and M(S) form as doubly and singly charged species. As show in Table 2,
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Bovine serum albumin (BSA) was digested with trypsin after alkylation but without the reduction step. BSA was YICDNQDTISSK YICDNQDTISSKLK : " i : CONCLUSIONS
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linked peptides observed and detected with BioPharmaview Software(Sciex). - P s AR A W ) A did ol e T ECD fragmentation offers additional complimentary information over CID in the case of disulfide containing
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HPLC Conditions: + + peptides. When the link is intra-peptide, ring opening is observed and minimal fragmentation information is
) : . : Figure 3. CID and ECD spectra for peptide depicted in Figure 1. The precursor charge state ranged from ' isulfide link i ' iginati i '
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(5/95) + 0.1% formic acid was used at a flow rate of 300uL/min. Peptide elution was performed with a gradient 9 ' P P '
to 45% of eluent B in 24 minute. Tabel 1. List of detected peptides containing disulfide links originating from BSA when digestion is performed with Future efforts will concentration of development of comprehensive IDA lodic to ensure data collection in
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