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Proper Citation

Oxford: Nanopore Technologies MinION (RRID:SCR_017985)

Resource Information

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

Proper Citation: Oxford: Nanopore Technologies MinION (RRID:SCR_017985)

Description: Portable, real time device for DNA and RNA sequencing, putting you in
control of your sequence data. Portable DNA/RNA sequencing by Oxford Nanopore
Technologies.

Resource Type: instrument resource

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

Availability: Restricted

Resource Name: Oxford: Nanopore Technologies MinION

Resource ID: SCR_017985

Alternate URLs: https://nanoporetech.com/sites/default/files/s3/literature/MinION-Mk1C-
brochure.pdf

Record Creation Time: 20220129T080338+0000

Record Last Update: 20260725T190840+0000

Ratings and Alerts

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

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

Data and Source Information

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_017985/resolver
https://nanoporetech.com/products/minion


Source: SciCrunch Registry

Usage and Citation Metrics

We found 107 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Ngomtcho SCH, et al. (2025) Continued T12 transmission and shared antibiotic resistance
during 2018-2023 Vibrio cholerae outbreaks in Cameroon. PLOS global public health,
5(2), e0003763.

Laëtitia LD, et al. (2025) On the Difficulty to Detect Carbapenem Resistance in the
Environment: Characterisation of Escherichia coli With Reduced Carbapenem
Susceptibility Isolated in a French River. Environmental microbiology reports, 17(4),
e70162.

Rahman MM, et al. (2025) Development of a culture-independent whole-genome
sequencing of Nipah virus using the MinION Oxford Nanopore platform. Microbiology
spectrum, 13(6), e0249224.

Sánchez-Vendizú P, et al. (2025) Decoding the Peruvian Amazon with in situ DNA
barcoding of vertebrate and plant taxa. Scientific data, 12(1), 1545.

Yasuoka K, et al. (2025) Genome Analysis of Japanese Yersinia pseudotuberculosis
Strains Isolated From Kawasaki Disease Patients and Other Sources and Their
Phylogenetic Positions in the Global Y. pseudotuberculosis Population. Microbiology and
immunology, 69(3), 182.
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Virus and Classical Swine Fever Virus on the MinION Portable Sequencing Platform.
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Coelho MA, et al. (2025) Tracing the evolution and genomic dynamics of mating-type loci
in Cryptococcus pathogens and closely related species. bioRxiv : the preprint server for
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Devonshire AS, et al. (2025) Interlaboratory evaluation of high molecular weight DNA
extraction methods for long-read sequencing and structural variant analysis. BMC
genomics, 26(1), 698.
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Batool SM, et al. (2025) Deregulating m6A regulators leads to altered RNA biology in
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