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1. Introduction 4. Development of new, improved trypsin 7. Efficient digestion of proteolytically resistant sites
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2. Non-specific cleavage activity in MS grade trypsins 5. New trypsin is free of non-specific cleavage activity. 8. Efficient digestion with new trypsin at acidic pH
Non-specific cleavage activity in MS grade trypsin Test for cleavage specificity: New trypsin vs MS grade trypsin Enhanced digestion at acidic pH with new trypsin

Non-specific cleavages identified in the tryptic digest
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Proteomics and MS grade trypsins contain non-specific, chymotrypsin-like activity. Non-specific New trypsin is free of non-specific cleavage activity. > CEtRt e AccuMAP™ kit in combination with new trypsin provides the conditions for efficient and accurate
cleavages become abundant at large trypsin quantities typically used in peptide mapping (i.e., 1:5- characterization of non-enzymatic modifications in biotherapeutic proteins.
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3. Autoproteolysis of Proteomics and MS grade trypsins 6. New trypsin is autoproteolytically resistant. 9. Conclusions
Autoproteolysis of Proteomics grade trypsin Autoproteolysis of MS grade trypsin Test for autoproteolysis
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Retention e, o Retention time. nin Retention time. i Retention time. i * Proteolytic efficiency of new trypsin was increased. New trypsin can be used
to effectively digest proteolytically resistant sites.
* Owing to extensive purification, new trypsin shows superior purity. It is also
Proteomics and MS grade trypsins show prominent level of pre-existing and digestion-induced Our preparation procedure and the improved trypsin chemical modification method ensure free of Contaminating pereinS of animal origin_
autoproteolytic tryptic peptides. This indicate the need for improvement of chemical modification elimination of pre-existing and digestion-induced autoproteolytic tryptic peptides.

method used to suppress trypsin autoproteolysis.
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