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Proper Citation

Minimap2 (RRID:SCR_018550)

Resource Information

URL: https://github.com/lh3/minimap2

Proper Citation: Minimap2 (RRID:SCR_018550)

Description: Software tool as pairwise alignment for nucleotide sequences. Alignment
program to map DNA or long mRNA sequences against large reference database.
Versatile pairwise aligner for genomic and spliced nucleotide sequences.

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

Defining Citation: PMID:29750242

Keywords: Pairwise alignment, nucleotide sequence, map DNA sequence, map mRNA
sequence, reference database, spliced nucleotide sequence, bio.tools, FASEB list

Funding: NHGRI R01 HG010040

Availability: Free, Available for download, Freely available

Resource Name: Minimap2

Resource ID: SCR_018550

Alternate IDs: OMICS_31658, biotools:minimap2

Alternate URLs: https://bio.tools/minimap2, https://sources.debian.org/src/libminimap2-
dev/

License: MIT License

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260807T042920+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018550/resolver
https://github.com/lh3/minimap2
https://pubmed.ncbi.nlm.nih.gov/29750242


Ratings and Alerts

No rating or validation information has been found for Minimap2.

No alerts have been found for Minimap2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1593 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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experiences, epidemiological considerations and genome sequences. Scientific reports,
16(1), 4350.
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Zhuang Z, et al. (2026) A new integrated genetic and transcriptomic approach for
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diverse transposable elements in a global human fungal pathogen. PLoS genetics, 22(1),
e1011979.
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dissimilar orthoreoviruses from Northern Alaskan Sea otters (Enhydra lutris kenyoni).
Scientific reports, 16(1), 3511.
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nitrogen starvation in a non-N2-fixing mutant strain of Anabaena sp. PCC 7120. PloS one,
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science, 17, 1725789.

Debler JW, et al. (2026) Comparative genome analysis identifies necrosis-inducing
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BMC genomics, 27(1).


