
Multiomic Sequencing

ATOM-Seq can interrogate many possible 
combinations of multiomic datasets from a single sample

Sample scarcity limits multiomic analyses

ATOM-Seq empowers high-sensitivity multiomics
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Enriches all target molecules 
regardless of length or 

breakpoint via use of a single 
targeting primer

Maximum sample retention and 
minimal hands-on time, due to 

minimal purification steps.

Eliminate false-positive calls, 
suppressing PCR artefacts via 
UMIs and linear amplification

Simple, single-day workflows

No DNA end-repair step required, for 
efficient capture of cfDNA, 

FFPE DNA or high-quality DNA

Allows multiomic detection of 
methylation, mutations, 

fragmentomics and CNV from a 
single liquid biopsy sample

Build powerful and flexible workflows

Starting material is captured 
in an ATOM-Seq reaction

Starting DNA

Linear amplification copies 
original molecules and their UMIs

Copies split to multiple 
downstream assays

Bisulphite conversionATOM-Seq captures the 
other end of each molecule

Global amplification

Sequencing

Nested, methylation 
target-specific PCR

Sequencing

Sample capture
 and amplification

Example Multiomic ATOM-Seq Workflow

Downstream genetic analyses

e.g. mutation and fragmentomics
Downstream epigenetic analyses

e.g. targeted methylation
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