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Detect a greater range of genomic 
variation, in a single run, with

long-read nanopore 
sequencing...

Nanopore sequencing 
allows same-day detection of 

structural variants, point 
mutations, and methylation 

profiling using a single device 
with negligible capital cost.
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Nanopore sequencing 
also provides...

Scalability
From portable MinIONTM 
to high-yield, high-throughput 
PromethIONTM

Real-time analysis
Immediate access to results and 
sequence until sufficient data are generated

Read length equal to fragment length
Obtain full-length transcripts, perform accurate 
transcript and genome assembly, and analyse 
phasing

Easy, rapid prep
Streamlined library prep in just 10 minutes (gDNA) 
from as little as 1 ng input (PCR-cDNA)

90% 
of CML patients have 
the BCR-ABL1 fusion1

>400 
human genes somatically 
mutated and implicated 

in cancer2

Cancer 
genomes are 
complex and 
structurally 

diverse

Mutations Deletions

Amplifications Epigenetic 
modifications

Rearrangements

Methods typically used to investigate 
cancer genomes can be limited
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throughput

Microscopy qPCR
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Difficulty resolving 
structural variation

Low 
throughput

Long time 
to result

High 
cost 

Low resolution 
and precision 




