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High-Performing PepSep Advanced Columns Enable Deep Profiling of P2-Enriched Plasma Samples on the
Orbitrap Astral
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Figure 3: Performance of the PepSep Advanced column on the Astral platform. (A) Median peak width in FWHM (in s) and peak capac- Email: bettina.streckenbach@biognosys.com

ity for each tested gradient. (B) Exemplary Peak shape: extracted ion chromatogram (XIC) of an MS2 signal in the 45min gradient. (C)
Identifications on protein group and peptide level. (D) Mass range distribution and (D) length distribution of detected peptides for each

gradient. www.biognosysgroup.com

Conflict of Interest Disclosure: Bettina Streckenbach, Christopher Below, Sandra Schaer, Vanessa Buehlmann, Sebastian Mueller and Roland Bruderer are employed by Biognosys AG, Leander Runtsch and Nils A. Kulak are employed by PreOmics
GmbH, and Martin Schirmer is employed by Bruker Daltonics GmbH & Co. KG.




