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Data Analysis precursor spectrum in the results. C)INFERYS Rescoring node was used to predicts MS/MS

spectra on-the-fly for peptides identified by Sequest HT using a Prosit-derived deep learning-
based method. D)The predicted spectra are subsequently compared to the experimental spectra,
providing additional figures-of-merit that Percolator uses for the FDR calculation validation of the
results. E)Sequest HT was used to search the data with custom fasta files.

label free quantification plasma samples. A)Peptide identification with FAIMS Pro Interface
shows the advantage of using FAIMS for gas-phase fractionation. B) Peptide charge amount
distribution and 0 missed cleavage rate of identified peptide groups suggest complete
digestion. C) Heatmap show the similarity of three replicates. D) All identified peptides have
mass accuracy within 10 ppm for enhanced data quality and confidence.
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Figure 5. The assessment of digestion efficiency and MS data quality from injections from
undepleted pooled plasma (192 injections form 192 vials). A)Alkylation rate. B)0 missed
cleavage rate. C) Oxidation rate. D) Deamidation rage. E) #Protein group, #Pep, and #PSM

Figure 2. High throughput plasma workflow including a Vanquish Neo UHPLC/U3000 system
and Orbitrap Exploris 480 mass spectrometer coupled with FAIMS Pro Interface.
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