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Proper Citation

Oxford Nanopore Technologies (RRID:SCR_003756)

Resource Information

URL: https://www.nanoporetech.com/

Proper Citation: Oxford Nanopore Technologies (RRID:SCR_003756)

Description: Commercial organization developing a disruptive, proprietary technology 
platform for the direct, electronic analysis of single molecules. The instruments GridION and 
MinION are adaptable for the analysis of DNA, RNA, proteins, small molecules and other 
types of molecule. Consequently, the platform has a broad range of potential applications, 
including scientific research, personalized medicine, crop science and security / defence.

Abbreviations: Oxford Nanopore

Synonyms: Oxford Nanopore Technologies Ltd

Resource Type: commercial organization

Keywords: nanopore technology, dna, rna, protein, small molecule, molecule, analysis, 
nanopore, nanopore sensing

Funding:

Resource Name: Oxford Nanopore Technologies

Resource ID: SCR_003756

Alternate IDs: nlx_158233

Record Creation Time: 20220129T080220+0000

Record Last Update: 20250214T183000+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_003756/resolver
https://www.nanoporetech.com/


Ratings and Alerts

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

No alerts have been found for Oxford Nanopore Technologies.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 349 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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