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Summary
Studies of therapeutic proteins, especially monoclonal antibodies (mAbs), require the accurate and complete protein sequences and comprehensive

characterization before the proceeding of downstream applications. It has been proven that current LC-MS technologies can provide accurate and sensitive
solutions for both mAb sequencing and characterization. However, it is difficult to transfer LC-MS/MS data to mAb knowledge without the assistance from a
powerful software tool. Based on our experiences in LC-MS/MS-based antibody protein sequencing and proteomics studies, we have developed a novel algorithm
for our software platform, PEAKS AB. This unique software tool can easily carry out de novo protein sequencing to get accurate antibody protein sequences,
provide qualitative and quantitative analysis functions for sequence variants and post-translational modifications (PTMs), including N-linked glycans, and

identify cross-linked peptides with disulfide bridges.
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Disulfide Bridge Analysis
Cross-linked peptides with disulfide bridges can be
identified by PEAKS AB® using the MS/MS data

Disulfide generated from a non-reduced antibody sample.

Comprehensive Report Generation

PEAKS AB" Software provides a comprehensive
reporting function that can easily customize and
generate reports from mAb analysis results. PEAKS AR
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