Streamlined methylation analysis
with lllumina Connected Multiomics

Powerful, intuitive, scalable multiomic analysis

llumina Connected Multiomics illumina

» Studies > 5-base DNA Methylation > 5-base custom > Data Viewer

5-base DNA methylation analysis
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lllumina Connected Multiomics empowers researchers to intuitively analyze large-scale, complex
gene regulation data, without requiring advanced bioinformatics expertise. Seamlessly integrate
methylation data with genomic data to unlock deeper biological insights.
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Connected workflow Advanced features include:

Optimized for Leveraging robust DRAGEN" 5-Base @ 5-base methylation QC report
DNA pipeline analysis results, Connected Multiomics
enables you to perform biological exploration. The
visual interface makes it easy to gain sample-level
methylation insights, reduce data dimensions, cluster
samples, detect and annotate biomarkers with
meaningful methylation changes, and link changes to

functional biological processes. _ )
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Tertiary analysis

Secondary analysis

Use lllumina Connected Multiomics
to filter noise, analyze differential

Use DRAGEN 5-base for
methylation annotation, small

5-Base DNA Prep or
5-Base DNA Prep
with Enrichment kits

high throughput
sequencers

variant calling, UMI collapsing,
DNA alignment, Germline CNV
detection, and automated assay QC

methylation, reduce data
dimensions, perform regional
analysis and variant analysis, and

biologically interpret patterns

Bring your methylation studies to life with beautiful, interactive visualizations
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Default pipeline outputs for 5-base analysis.
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Scan or click QR
code to learn more
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https://help.dragen.illumina.com/product-guide/dragen-v4.4/dragen-methylation-pipeline/dragen-5base-pipeline
https://help.dragen.illumina.com/product-guide/dragen-v4.4/dragen-methylation-pipeline/dragen-5base-pipeline
https://www.illumina.com/products/by-type/informatics-products/connected-multiomics

