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Proteomics is the gateway Proteograph: enabling efficient, deep, precise and unbiased proteomics for the first time

to understandin g o [0] ogy Our Proteograph product suite, powered by our proprietary nanopatrticle technology, allows survey of the proteome
across a broad range of sample types, including plasma, to enable novel discoveries and insights
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Large-scale, unbiased proteomics studies are
essential to understanding the complexity of

biology. Currently available technologies are \ . . .
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prote!n |.nten5|t|es compared to deepest reported plasma proteome peptide intensities. replicates. Precision Speed*
(Keshishian et al. 2015. Molecular and Cellular Proteomics, 14(9),
2375-2393).
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A 5 NP optimized Proteograph panel compared to a traditional “deep” plasma proteomics: depletion (Agilent MARS-14 Column) and peptide fractionation
(high-pH, 19 fractions concatenated into 9 injections). All were run on 30 min DIA (SWATH) method on a SCIEX 6600+ instrument.
Similar performance was obtained when compared to a CRO service for deep DDA proteomics on Thermo Scientific Orbitrap Fusion Lumos instrument (data

not shown).



