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Type: Tool

Proper Citation

Nanopolish (RRID:SCR_016157)

Resource Information

URL: https://github.com/jts/nanopolish

Proper Citation: Nanopolish (RRID:SCR_016157)

Description: Software package for signal-level analysis of Oxford Nanopore sequencing
data.

Resource Type: software resource, software application, data analysis software, data
processing software

Keywords: Signal level analysis, Oxford Nanopore, sequencing data, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: Nanopolish

Resource ID: SCR_016157

Alternate IDs: OMICS_16545, biotools:nanopolish

Alternate URLs: https://bio.tools/nanopolish, https://sources.debian.org/src/nanopolish/

License: MIT License

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260808T042828+0000

Ratings and Alerts

No rating or validation information has been found for Nanopolish.

No alerts have been found for Nanopolish.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016157/resolver
https://github.com/jts/nanopolish


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 477 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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mice. Nature genetics, 58(6), 1409.
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Zhang L, et al. (2026) Exon skipping as a potential diagnostic biomarker in colorectal
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Mackey AI, et al. (2026) Temperature and genetic background drive mobilization of
diverse transposable elements in a global human fungal pathogen. PLoS genetics, 22(1),
e1011979.
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database for the N6-methyladenosine (m6A) epitranscriptome. Nucleic acids research,
54(D1), D204.

Eura N, et al. (2026) Pathogenic CGG expansions in oculopharyngodistal myopathy
exhibit distinct characteristics of each causative gene on the flanking sequences as well
as methylation status. Genome medicine, 18(1).

Baptissart M, et al. (2026) TENT5C extends Odf1 poly(A) tail to sustain sperm
morphogenesis and fertility. Nature communications, 17(1).

Guo A, et al. (2026) Impaired bone matrix turnover with selective small bone fragility in a
child with TENT5A-associated osteogenesis imperfecta. JBMR plus, 10(4), ziag029.
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mRNAs. PLoS pathogens, 22(6), e1014341.
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epitranscriptome response to A? neurotoxicity. Life science alliance, 9(9).

Sun T, et al. (2026) The 5-Methylcytosine RNA Modification in Hepatitis B Virus-Negative
Hepatocellular Carcinoma: Insights From Long-Read Nanopore Sequencing. Molecular
carcinogenesis, 65(4), 397.


