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. The waters_connect Informatics Platform facilitates this peptide map characterization to compliance-ready MAM workflow, even across different instrument

systems on a common network.

« The Xevo G3 QTof mass spectrometer and UNIFI App peptide mapping workflow enable high sequence coverage and localization of PTMs, which can then be

selected for targeted attribute monitoring.

Figure 1. Workflow within the waters_connect Informatics Platform for protein characterization (attribute definition) and attribute monitoring. BioAccord, CSH, ACQUITY, UPLC, UNIFI, and waters_connect are trademarks of Waters Technologies Corporation.
Peptide map characterization and attribute definition were carried out using the Xevo G3 QTof with the UNIFI App. Selected attributes were then « The BioAccord System and Peptide MAM App enable relative targeted quantification of attributes and new peak detection across large sample sets. Remicade, Inflectra, Avsola, and Renflexis are registered trademarks of Janssen Biotech Inc, Pfizer Inc, Amgen Inc, and
added to a custom Scientific Library. The library of attributes were then imported into the Peptide MAM App for monitoring across samples using N. V. Organon Inc, respectively.

the BioAccord System. . This workflow was used to measure differences in infliximab biosimilars, including differences in % modified peptides and changes due to temperature stress.
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