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Figure 4. Control chart to track the 7x5 peptide RT and LLOQ over multiple injections.
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Purpose: Develop an automatic data analysis workflow using Thermo Scientific™ Chromeleon™ Figure 1. Chromeleon processing method which extracts MS# data of 7x5 peptides automatically. 28 765
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In LC-MS/MS bioanalytical method development and process validation, system suitability assessment
plays a vital role to ensure the accuracy and precision of data generated on the system before downstream Adjusting peptide retention time during data processing may be necessary correct RT shifts for proper peak integration.
sample analyses. Although protein digest standards provide a biological relevant matrix of sufficient
complexity to qualitatively assess the instrument performance for bottom-up proteomics study, they lack the
ability to quantitatively evaluate the sensitivity and dynamic range of LC-MS/MS system. Here, we

Control chart showed stable retention time and good LLOQ response over different QC sample injections
(Example peptide results were displayed).

Figure 2. Calibration curves of the HeLa/7x5 mix generated in Chromeleon report demonstrating Chromeleon report tem p|ate enables automatic data reporting
a system dynamic range.

evaluated the Thermo Scientific™ Pierce™ Hela Protein Digest Standard combined with the Pierce™ LC- 7x5 Mix in a HeLa digest proteome matrix to assess LC-MS system performance
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Data was analyzed using both Skyline (University of Washington) and Chromeleon 7.2 software. Thermo FISheI'
Skyline software was used to assess the peptide RT, dynamic range and linearity of 7x5 Mix. We monitored the response

of different sample loading amounts on column, and the result showed increased peak area as desired. POG5810-EN 04225 SCIENTIFIC



	Slide Number 1

