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RRID:SCR_018550
Type: Tool

Proper Citation

Minimap2 (RRID:SCR_018550)

Resource Information

URL: https://github.com/Ih3/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: data processing software, software resource, image analysis software,
alignment 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 URLSs: https://bio.tools/minimap2, https://sources.debian.org/src/libminimap2-
dev/

License: MIT License
Record Creation Time: 20220129T080340+0000

Record Last Update: 20260731T043024+0000



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID: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 1325 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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(Uloboridae) and Cheiracanthium punctorium (Cheiracanthiidae). Molecular ecology
resources, 25(1), e14038.

Dong Z, et al. (2025) Chromosome-level genome sequencing and assembly of the
parasitoid wasp Leptopilina myrica. Scientific data, 12(1), 235.
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dominant Marchantiales plant lineage. Journal of integrative plant biology, 67(6), 1533.
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https://scicrunch.org/kravitz2/rin/sources/SCR_005400
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_018550/resolver/mentions

Sargent DJ, et al. (2025) A CACTA-like transposon in the Anthocyanidin synthase 1 (Ans-
1) gene is responsible for apricot fruit colour in the raspberry (Rubus idaeus) cultivar
'Varnes'. PloS one, 20(2), e0318692.

Hunt JMT, et al. (2025) Enhanced HDR-mediated correction of heterozygous COL7A1
mutations for recessive dystrophic epidermolysis bullosa. Molecular therapy. Nucleic
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editing types. Frontiers in plant science, 16, 1550467.
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type 1 genome characterization from Magallana gigas infected tissues. Microbiology
spectrum, 13(3), e0208224.

Hart LN, et al. (2025) Metagenomics reveals spatial variation in cyanobacterial
composition, function, and biosynthetic potential in the Winam Gulf, Lake Victoria, Kenya.
Applied and environmental microbiology, 91(2), e0150724.
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