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The Proteograph Analysis Suite is an intuitive, scalable, PAS enables automated results generation Differential expression analysis tools simplify data interpretation
data informatics solution and intuitive, easy to interpret proteomics visualizations allowing easy determination of biological insights
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visualizations such as principal component analysis, hierarchical clustering, and heatmaps allow
intuitive identification of dataset trends. Quantitative differential expression tools such as volcano plots, protein
interaction maps and protein-set enrichment simplify data interpretation and enable functional insights.

Figure 4. Group Analysis Results: (a) Sequence Coverage: Visualize where peptides map relative to the protein sequence.
(b) Protein-Protein-Interactions Comparison: Build a STRING-based PPl network to identify differences in protein interactors.
(c) GO Enrichment: Explore how proteins associated with a group differ functionally. (d) Intensity Comparison: View how the
intensity of a protein of interest differs between groups. (e) Sample group analysis visualized with volcano plot.

Figure 2. Analysis Summary and Metrics (a) View results for protein groups (shown) and peptide counts, quant mass,
miscleavage rate, oxidation ratio and ID rate in a simple and intuitive plate format. (b) Distributions of protein group intensities
and CVs across samples. (¢) Box plots showing the number of protein groups identified across NPs. Hovering over a dot reveals
the peptide or protein count, file, and sample name. Hovering over a box shows the quantile for the NP. (d) Graphs and a matrix
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Protein Quantification the unbiased nature of the Proteograph solution.
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