Proteograph: Efficient and Automated Multi-Nanoparticle Platform for
Deep, Unbiased Plasma Protein Profiling and Protein-Protein Interaction
Biological Insight
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Proteograph Assay

o ~/ hs turnaround time from
sample to peptides

« ~30m hands on time

« To make high-throughput
deep-proteomics practicable

_ . - - Peptide Prep -----
Nanoparticles form specific and

reproducible protein
coronas based on their

Relative abundance
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Proteograph provides further in-

sight into protein-protein interac- ¢ 141 lung cancer and control
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