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Data Analysis Figure 2. Comparison of 70 pmols in micro mode to 80 fmols (12 ng) in nano different ion ratios because of the mass centering of the window. PO140-2024-EN
mode., Quantification could be performed using either the full scan Orbi data or the

Mass data was analyzed for coverage using Thermo Scientific™ Biopharma Finder™ 5.2
software and imported into Thermo Scientific™ Chromeleon™ 7.3.1 or Thermo
Scientific™ TraceFinder™ 5.1 software for quantitative analysis and tracking.

PRM of the appropriate b and y ions from the Astral Data.
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