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mixture was processed on the AccelerOme automated platform for protein preparation, High Select Depletion reparation Fiatrorm | 0 Fi . .
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onto the Seer SP200 ms’grument, with 100_ ML mixed Wltl’] nanoparticles from the 1ol | I 3 " 3 sample throughputs Triplicate injections for each sample neat, depleted, and plasma processed using the Proteograph ONE Workflow. exceeds 1,000 protein groups in a single pooled sample, providing exceptional quantitative
Proteograph ONE Assay Kit. Samples were incubated at 37" C for 1 hour for protein plasma pool sampie x 5 preparation (24 SPD, 60SPD, 100SPD) x 2 preparation, injection mass, and Box plots display the peptide (A) and protein group (B) identifications for each sample recision without additional sample handling steps
corona formation. Non-specific proteins were washed off, and bound proteins were methods PR th h, t binati , preparation strategy. Each combination of sample preparation strategy, throughput, and b Pe & Steps.
reduced, alkylated, and digested with Trypsin/Lys-C. Peptides were cleaned, desalted, Injection masses roughput combination S L EE _ R . High Select Top 14 abundant protein depletion enhances plasma proteome depth by ~2x

e . . : . . : ) A . mass on column was analyzed in triplicate, with individual run identification numbers : : :
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Liquid chromatography-mass spectrometry & data analysis tiered experiment was designed to assess proteomic depth of coverage, instrument analytical precision, and biological representation across the 3 sample preparation workflows. *  Seer Proteograph ONE enhances plasma proteome depth by 7.9x (100SPD), 6.9x
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