
Every cell tells part of the biological story. Illumina Connected Multiomics helps  
researchers uncover meaningful cell populations, expression patterns, and pathway-level 

relationships from complex single-cell datasets. With evidence-based guidance,  
interactive visualizations, and integrated biological knowledge resources, researchers  

can confidently explore cellular heterogeneity and generate reproducible results.

Understand cellular  
heterogeneity with confidence
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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

Collaborate, discover, and amplify results



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

Perform cell-level QC interactively and filter cells 
based on UMI count, detected genes, mitochondrial, 
and ribosomal counts.

Simultaneously explore multiple modalities within 
single-cell datasets through 2D and 3D plots, 
with options to isolate or integrate cells for a more 
comprehensive analysis.

Identify patterns hidden within complex cellular data

Powerful single-cell analysis: 

  �Filter and transform data to focus analysis  
on the most biologically meaningful biology 

  �Remove batch effects so results reflect  
true biology rather than technical artifacts

  �Identify and analyze clusters to discover  
rare cell populations and novel subtypes

  �Model trajectories to map developmental 
lineages and cell state transitions

  �Interpret biological patterns to connect  
molecular signatures to pathways and  
disease mechanisms

Understand cellular heterogeneity without losing 
traceability. Connected Multiomics guides teams through 
single-cell analysis to identify meaningful cell populations, 
expression changes, and pathway-level patterns. 
Evidence-based AI guidance supports analysis decisions, 
while curated knowledgebases help place cell-level 
findings into biological context. The platform also supports 
selected third-party single-cell analysis outputs, providing 
flexibility across diverse research workflows. Where 
supported, teams can integrate single-cell findings with 
other omic evidence to better understand mechanisms 
shaping cellular behavior.

Connected workflow

Illumina Single Cell  
3’ RNA Prep kit

Sequence libraries using any 
Illumina sequencing platform

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

interpret single-cell data

Process multiplexed single-cell 
RNA-Seq data sets from reads  
�to a cell-by-gene expression 

count matrix with the �DRAGEN™ 
Single Cell RNA pipeline

https://www.illumina.com/products/by-type/informatics-products/connected-multiomics
https://www.illumina.com/products/by-type/informatics-products/basespace-sequence-hub/apps/dragen-single-cell-rna.html
https://www.illumina.com/products/by-type/informatics-products/basespace-sequence-hub/apps/dragen-single-cell-rna.html


