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Proper Citation

AdapterRemoval (RRID:SCR_011834)

Resource Information

URL: https://github.com/MikkelSchubert/adapterremoval

Proper Citation: AdapterRemoval (RRID:SCR_011834)

Description: Software program to remove residual adapter sequences from next
generation sequencing reads. Used for cleaning of next-generation sequencing reads.
AdapterRemoval v2 introduces improvements in throughput, through use of single
instruction, multiple data (SIMD; SSE1 and SSE2) instructions and multi-threading
support; handles datasets containing reads or read-pairs with different adapters or adapter
pairs; provides simultaneous demultiplexing and adapter trimming; has ability to
reconstruct adapter sequences from paired-end reads for poorly documented data sets;
provides native gzip and bzip2 support.

Synonyms: AdapterRemoval v2

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

Defining Citation: PMID:22748135, PMID:26868221, DOI:10.1186/s13104-016-1900-2

Keywords: cleaning of next-generation sequencing reads, remove residual adapter
sequences, adapter, sequence, residual, next generation sequencing reads,

Funding: Danish National Research Foundation ;
Lundbeck Foundation Grant ;
Marie Curie International Outgoing Fellowship within the 7th European Community
Framework Programme ;
Danish Council for Independent Research

Availability: Free, Available for download, Freely available

Resource Name: AdapterRemoval

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011834/resolver
https://github.com/MikkelSchubert/adapterremoval
https://pubmed.ncbi.nlm.nih.gov/22748135
https://pubmed.ncbi.nlm.nih.gov/26868221
https://dx.doi.org/10.1186/s13104-016-1900-2


Resource ID: SCR_011834

Alternate IDs: OMICS_01081

Alternate URLs: https://sources.debian.org/src/adapterremoval/

Old URLs: http://code.google.com/p/adapterremoval/,
https://github.com/slindgreen/AdapterRemoval,
https://sources.debian.org/src/adapterremoval/

License: Apache License

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260808T185954+0000

Ratings and Alerts

No rating or validation information has been found for AdapterRemoval.

No alerts have been found for AdapterRemoval.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 773 mentions in open access literature.

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

Jakobsson M, et al. (2026) Homo??sapiens-specific evolution unveiled by ancient
southern African genomes. Nature, 650(8100), 156.

Zhou Y, et al. (2026) Ancient genomes from the Qing Dynasty reveal unbroken genetic
continuity in China's Central Plains. Molecular biology and evolution, 43(1).

Liu MD, et al. (2026) Revisiting the phylogeny of Conioselinum (Apiaceae) by integrating
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by modern and ancient genomes. Genome biology, 27(1).

Zampirolo G, et al. (2026) Ancient DNA reconstruction of late holocene ecosystems within
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16(1), 4301.
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banteng. Current biology : CB, 36(2), 458.

Savini F, et al. (2026) Outside in: assessment of microbial composition of the crust of dry-
aged beef and its relevance in relation to food business operator practices. Italian journal
of food safety, 15(2).

Dwivedi N, et al. (2026) Combining Population Genomics With Ancient DNA to
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ecology, 35(6), e70299.
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986.

Yang X, et al. (2026) Ancient genomes uncover dynamic cultural and genetic interplay in
the eastern Tianshan. Molecular biology and evolution, 43(3).

Ding L, et al. (2026) Integrated genomic and phenotypic characterization of representative
Salmonella Pullorum and Salmonella Enteritidis isolated from a poultry farm. Frontiers in
microbiology, 17, 1845729.
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across centuries. Proceedings of the National Academy of Sciences of the United States
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century) provide insights into the genetic variation of Plasmodium falciparum. iScience,
29(7), 116371.
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High-Temperature Hydrothermal Vent Field. Ecology and evolution, 16(7), e73956.
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