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Nanopore Sequencing

DNA is unwound by the motor protein
and one strand is translocated
through the pore to the +ve side of
membrane
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Each base gives a characteristic
reduction in the ionic current,
allowing the DNA to be sequenced
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NANOPORE SEQUENCING PLATFORMS
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MINKNOW

Channel states panel

Run state: sequencing
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BASECALLING

ATCCCCCAACTTGATATTAATAACACTATAGACCACC

= Basecalled Data




BONITO SOFTWARE

Three basecaller models are offered:
Fast Model
High Accuracy Model (HAC)
Super Accurate Model (SUP)
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GUPPY

The Guppy toolkit contains:
Basecaller
Calibration strand detection
Adapter trimming
Barcoding/demultiplexing
Alignment

Modified basecalling
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DORADO

« Modified basecalling

- Basecalling nanOpOreteCh/
« Alignment dOradO

Oxford Nanopore's Basecaller




NANOPOLISH

Unmodified base Modified base
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PORETOOLS

Data Conversion
Quality Control

Data Visualization
Subsetting and Filtering

Custom Analysis Pipelines
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EPI2ZME

Basic signal processing
Assembly
Metagenomic

Direct RNA sequencing

Quality control

= EPI2ME
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