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Proper Citation

Oxford: Nanopore Technologies: PromethlON (RRID:SCR_017987)

Resource Information

URL.: https://nanoporetech.com/products/promethion

Proper Citation: Oxford: Nanopore Technologies: PromethlON (RRID:SCR_017987)

Description: System offers real-time, long-read, direct DNA and RNA sequencing by
Oxford Nanopore Technologies. System suitable for large scale projects such as
population-scale sequencing or plant genomics, or for large scale service offerings.
PromethlON 24 and PromethION 48 systems offer ability to run 24 and 48 flow cells
respectively. System allows on demand sequencing, using any flow cell at any time. Users
can start and stop running individual experiments as required, or deploy multiple flow cells
onto single experiments for greater speed or throughput.

Synonyms: PromethlON 24, PromethlON 48
Resource Type: instrument resource

Keywords: sequencing machine, hardware, high-throughput sequencing, instrument,
equipment

Availability: Restricted

Specification URL: https://raw.githubusercontent.com/SciCrunch/RRID-
Instruments/main/PDF/SCR_017987.pdf

Resource Name: Oxford: Nanopore Technologies: PromethION
Resource ID: SCR_017987

Alternate URLS:
https://community.nanoporetech.com/requirements_documents/promethion-spec.pdf
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Ratings and Alerts

No rating or validation information has been found for Oxford: Nanopore Technologies:
PromethION.

No alerts have been found for Oxford: Nanopore Technologies: PromethION.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 83 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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