
Research teams generate more multiomic data than ever, but fragmented tools mean  
discoveries stay siloed. Illumina Connected Multiomics brings research teams into a single 

collaborative environment where they can statistically analyze, visualize, and unify multiomic 
data across modalities. The platform helps researchers move from complex data to biological 

understanding while enabling studies to build on one another over time.

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
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Turn complex data into biological understanding



Statistical rigor: Validated, fully traceable 
methods deliver publication-ready visuals and 
reproducible results to reveal biological meaning. 

Multiomic insights: Combines omic layers and 
technologies into a single study for deeper 
biological discovery.

Operational simplicity: Standardized tools and 
processes transform complex data into clear 
results that move research forward.

Flexible analysis: Connects Illumina-validated 
research workflows and third-party outputs in  
one continuous environment.

As part of the Illumina connected ecosystem, 
Connected Multiomics brings Illumina-validated 
workflows, supported third-party outputs, and 
curated biological knowledgebases together 
in a unified analysis environment. Integrated 
workflows for key Illumina multiomic assays 
leverage DRAGEN™ secondary analysis outputs, 
while integrated Correlation Engine knowledge 
bases contextualize findings. Evidence-based AI 
guidance, standardized workflows, and traceable 
results support reproducible, publication-ready 
discoveries and help every study contribute 
cumulative insight.

Prepare libraries Sequence Analyze Exploratory analysis

Prepare libraries for 
single-cell, proteomics, 

spatial, etc.

Sequence libraries 
using any Illumina 

sequencing platform 

Accurate and efficient 
analysis with DRAGEN

Explore and analyze multiomic data 
sets with interactive visualization, 
powerful statistics, and tools with 

Illumina Connected Multiomics 

Connected workflow

PCA showing before and after batch effect correction. 
Correction can help mitigate batch effects.
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Synchronized visualizations highlight features  
across plots.
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Reveal meaningful patterns across multiomic data

Scan or click QR 
code to learn more

Supported assays

https://www.illumina.com/products/by-type/informatics-products/dragen-secondary-analysis.html
https://www.illumina.com/products/by-type/informatics-products/connected-analytics/modules/correlation-engine.html
https://www.illumina.com/products/by-type/informatics-products/connected-multiomics
https://help.multiomics.illumina.com/icm/reference/supported-data-types


