Dissecting the dynamics of protein corona formation on nanoparticles allows reconstructing deep plasma protein

concentrations and discovering novel proteoforms
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Blood plasma is a rich and accessible source of known and potential novel biomarkers.
However, the range of protein concentrations in plasma spans 10 orders of magnitude,
and physiological roles of proteins in the low abundance fraction are largely unexplored.
Even less is known about the proteoform composition of these proteins.

Proteograph™ Product Suite with Seer’s proprietary nanoparticles (NP) enable deep,
unbiased and scalable plasma analysis?®. Protein corona that forms around a
nanoparticle has compressed dynamic range, which brings low abundance proteins
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Alternative splicing, posttranslational cleavage and
other modifications are the reasons the same protein
can exist in multiple forms — proteoforms. These
forms may have distinct biological roles and differ in
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Understanding the NP—protein interactions
quantitative level opens new possibilities
nanoparticle-enabled LC-MS/MS analysis.
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protein corona profiling allows to streamline the design of
nanoparticles interrogating specific physicochemical fraction of the

proteome occupied by hundreds to thousands of proteoforms.
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