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Peptide-level analysis coupled with amino acid resolution is important to elucidate how proteins influence
health and disease. Peptide-centric methodologies using liguid chromatography-tandem mass spectrometry
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Asp. (B)-(D) Statistical significance
metrics of CDNF, IL4, FGF2, and PDLT1
peptides. (E) PD vs. bin ratio
(fluorescence lifetime metric) for
synthetic CDNF peptide in isolation
and mixture.
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