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Shotgun proteomics beyond trypsin

Ishihama, Yasushi
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We investigated the usefulness of various proteases for shotgun proteomics,
and found that TrypN, belonging to LysArginase family, has quite unique features. We optimized the
digestion conditions as well as the separation conditions for tryp-N digested peptides. As a result,

we found that tryp-N peptides can be separated based on the positive charged positions on peptides
bﬁ strong cation exchange chromatography. Using the separation selectivity, we successfully enrich
the protein N-terminal peptides, applying to N-terminomics.
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