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Introduction

* Results show that semi-tryptic peptide formation, distinct from in-source fragmentation, contributes to sample-specific variation in multiplexed analyses.
*Here, we perform in-depth characterization of both the variability and selectivity of atypical tryptic cleavage sites across more than 120 LC-MS/MS analyses.

* Although semi-tryptic peptides are generally lower in abundance than the fully tryptic form, they are found to comprise a significant fraction of the total peptide spectral matches (PSMs) thereby reducing the dynamic range of a
given analysis.

* Qur results show how NIST MS Metrics may be used to compare variation across samples to identify contributing factors in multiplexed experiments.

Trypsin Cleaves C-terminal to Amino Acids Other

Semi-tryptic Cleavage Site Distribution from Complex
Samples Is Similar to Tryptic Digest of Pure Protein

Semi-Tryptic Peptide Formation Contributes to Variation

Than Lys and Arg
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