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when manually examining each peptide fragmentation. Figure 3
shows peptide sequencing by PepSeq™ program from BioLynx™
software. Before being manually transferred to PepSeq™, MS/MS
spectra need to be retrieved from chromatograph and deconvoluted
by MaxEnt 3 program. In Figure 3, all the matching b type ions are
labeled with blue color and all the matching y type ions are labeled
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[Q e Our AutoMod Analysis MS data for human serum albumin peptide
mapping study shows about 97% sequence coverage without validation.
On the other hand, AutoMod Analysis MS/MS data with validation
(three consecutive amino acid sequence matching) shows about 50% se-
quence coverage.

Results and Discussion

mation shows great potential in biotherapeutic characterization by
increasing both efficiency and accuracy in data analysis.

®

Container Manager

Tryptic digested human serum albumin (HSA) was used for this
study. Peptide mapping LC/MS data of HSA is shown in Figure 1.
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to higher collision energies.
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