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Differentiation of isobaric residues in SPITC-derivatized tryptic peptides
using MS/MS technique in a Curved Field Reflectron.
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Fig.7 Effect of the derivatization on a differentiation of Asp isomers.
MS spectra after the derivatization (A), PSD spectra (B), and an
amino acid sequence of T6 peptide and a proposed fragmentation
of Asp isomers (C).
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Fig.1 Description of CFR

Fig.2 SPITC derivatization for de novo sequencing

v'The SPITC derivatization induced more cleavable N-terminal side of the Asp residue than the one in a underivertized counterpart.

v'"Notably, the specific y-ion ratios of Asp isomers were still retained after the derivertization, which is thought to be useful to perform further quantitative analysis.
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