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Large-scale proteoform analysis for unveiling the entire view
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We developed the CHAMP method to isolate protein N- and C-terminal peptides
from protein mixtures in two steps: digestion and isolation, respectively. The CHAMP method was
applied to 11 non-small cell lung cancer cell lines and sample-selective proteoform profiles were
measured. As a result, we successfully identified and quantified 3181 proteolysis products including

unreported cases. In addition, 1122 peptides were identified as being derived from noncanonical
proteins that are not included in the Swiss-Prot-derived proteins. Detailed analysis of the 1122
noncanonical protein-derived peptides led to the identification of many SNV-containing peptides,
splicing isoforms, and novel translation start site candidates.
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