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Deep and unbiased plasma proteomics for disease cohort studies at scale Evaluation of plasma proteomic with the Proteograph workflow using spectral library strategies
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Lower abundance proteins may be measured with project- Empirical FDR is sufficiently estimated in each evaluated library
@ specific or aggregated libraries, while library-free search method. Deeper libraries result in greater differentially expressed S Eas 1 Blume et al. Nat. Comm. (2020)
results in greater overall identifications at cost of data protein groups. Regression and classification perform comparatively 2 Demichev et al. Nat Comm. (2020)

_ DIA-NN combined with a cloud-based platform allows
Con Cl usion @ efficient measurement of 5,677 proteins and 57,388
peptides between libraries.

completeness between library methods.
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