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Characterization of Protein Corona Dynamics and Deep Coverage of Proteomes
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Experimental and Computational Dissection of Nano-Bio Nanoparticle Coronas Enable Deep Coverage of Biological Content
Interactions and Protein Corona Dynamics From Proteins to Peptide to Posttranslational Modifications
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demonstrate a combination of nanoengineering, state-of-the-art DIA mass spectrometry workflows, and

machine learning that enhances our fundamental understanding of nano-bio interactions resulting in B .

deeper coverage of proteomes and improved precision of the workflow. G oredicted
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Multiple avenues to explore and tune nano-bio interactions
and NP-based deep proteomics
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Figure 2. Enhanced Nano Enable Quantification of Low Abundance Proteins and Peptides. (A) Accumulation of
biomarkers across the dynamic range. Grey line extrapolates biomarker accumulation from the first 500 proteins to the

next 1500 proteins suggesting hundreds of biomarkers among the top 2000 plasma proteins. (B) Number of identified
proteins at different P/NP ratios and in neat plasma. (C) Number of protein groups measured at 5 NP panel level below

CompEi | | | given coefficient of variation (CV) for different P/NP. (D) z-score protein intensities for biomarker, drug target, hormone
Low complexity High complexity signaling, cytokine/chemokine signaling, and inflammation annotations identified across the panel of 5 NPs at different NP
_ - _ _ _ _ _ _ o _ dilution ratios. (E) Number of glycopeptides identified in a single pooled plasma: Neat, Fe-NTA enrichment using digested Shadi Ferdosi
Assay tuning: Conditions including buffers, temperature, incubation times, and ratio of binding sites to plasma, and Proteograph (equivalent to 2 mg plasma protein per NP. (F) Depth of coverage in each workflow is shown Poster # PP03.153
competing binders (Vroman effect) will affect nano-bio interactions and protein corona formation which based on the estimated protein abundance in the HPP. Wednesday Dec 7th

could be utilized for optimizing the assay performance. 11:45 AM — 1:00 PM
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