
Protein-level changes provide a critical view of biology, but interpreting complex  
proteomic datasets and connecting findings to upstream molecular drivers can be  

challenging. Illumina Connected Multiomics helps researchers compare protein abundance 
changes, visualize sample-level patterns, and interpret findings using evidence-based  

AI guidance and curated knowledgebases. 
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From protein measurements 
to biological understanding

Collaborate, discover, and amplify results

Cumulative insights
Reproducible studies build  
on one another, enabling  
cumulative insights that  

maximize their collective impact

Integrated environment
Unified environment for  
teams to collaborate on  

high-dimensional data with the 
same tools—no file transfers 

Evidence-based reasoning
Evidence-based AI provides 

guidance, while curated  
knowledgebases contextualize 

findings to deepen research



Connected workflow
Illumina Connected Multiomics enables researchers to 
explore and interpret proteomic data from SomaSeq 
Discovery using the DRAGEN™ Protein Quantification 
pipeline, SomaScan Discovery, and third-party assays. 
Researchers can use proteomic measurements to 
characterize biological states, assess molecular responses 
to perturbations, and identify protein signatures associated 
with specific phenotypes or experimental conditions. 
These insights can help advance understanding of the 
biological mechanisms underlying observed outcomes.

Prepare libraries Sequence Analyze Exploratory analysis
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Scan or click QR 
code to learn more

Reveal meaningful patterns across multiomic data

PCA scatter plot displaying two sample groups; dot plot 
showing protein FRZB expression; heatmap of protein 
expression; Rasp1 showing the signaling pathway 
enrichment profile.

Barchart showing enriched pathways; Sankey 
plot with sample metadata information; 
scatterplot displaying enriched pathways; Venn 
diagram depicting overlap of three protein lists.

Powerful proteomic analysis: 

  �Filter features to retain high‑quality, in-
formative SOMAmers or proteins

  �Identify biologically meaningful patterns 
across samples

  �Compare groups to uncover significant 
biological differences 

  �Classify samples to uncover meaningful 
biological groupings

  �Interpret results using pathway and 
knowledge-based context

Automated �Illumina  
SomaSeq Discovery kits

NovaSeq 6000,  
NovaSeq X Series

Counting, normalization, and 
an easy-to-use QC report are 

provided by the DRAGEN Protein 
Quantification pipeline

Use Illumina Connected  
Multiomics to prepare,  
explore, compare, and  

interpret proteomic data

https://www.illumina.com/products/by-type/informatics-products/dragen-secondary-analysis.html
https://www.illumina.com/products/by-type/informatics-products/connected-multiomics


