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Type: Tool

Proper Citation

fastp (RRID:SCR_016962)

Resource Information

URL.: https://github.com/OpenGene/fastp

Proper Citation: fastp (RRID:SCR_016962)

Description: Software tool to provide fast all in one preprocessing for FastQ files.
Developed in C++ with multithreading supported to afford high performance. Performs
guality control, adapter trimming, quality filtering, per read quality pruning and many other
operations with a single scan of the FASTQ data.

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

Defining Citation: PMID:30423086

Keywords: fast, all in one, preprocessing, FastQ, file, data, read, quality, control, adapter,
trimming, filtering

Funding: Special Funds for Future Industries of Shenzhen ;
National Science Foundation of China

Availability: Free, Available for download, Freely available
Resource Name: fastp

Resource ID: SCR_016962

License: MIT License

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260808T190240+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_016962/resolver
https://github.com/OpenGene/fastp
https://pubmed.ncbi.nlm.nih.gov/30423086

No rating or validation information has been found for fastp.

No alerts have been found for fastp.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1745 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Zhang J, et al. (2026) Gut microbiota dysbiosis drives depression-like behavior in
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Chen C, et al. (2026) Consecutive monoculture of sweet potato reduces yield due to
deteriorated soil health and disrupted nutrient cycling. Frontiers in microbiology, 17,
1747390.

Wei D, et al. (2026) The crayfish-rice coculture model contributes to regulating the soll
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Sun J, et al. (2026) A chromosome-level genome assembly of Rhizopus stolonifer
associated with passion fruit flower rot. Frontiers in microbiology, 17, 1757919.

Deng B, et al. (2026) Spatiotemporal dynamics of culturable endophytic microorganisms in
Peucedanum praeruptorum Dunn and screening for plant growth-promoting strains.
Frontiers in plant science, 17, 1811872.

Kartashov MY, et al. (2026) Expanding diversity of tick-borne phleboviruses (Phlebovirus
mukawaense, Mudanjiang phlebovirus, Gomselga Virus, and Onega tick phlebovirus) in
Russia. PloS one, 21(6), e0349564.
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16, 1807759.
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Hcar2-dependent microglia immunometabolic regulation. Clinical and translational
medicine, 16(5), e70683.
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Luo C, et al. (2026) Identification of Campylobactercoli as a key pathogen in Jinhua piglet
diarrhea and its the probiotic control by Enterococcus faecium. BMC microbiology, 26(1).
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transportation stress in sheep through the remodeling of the rumen microbiome-
metabolism axis. Journal of animal science and biotechnology, 17(1).

Yuan G, et al. (2026) Shading affects the nitrogen cycling process and plant nitrogen
uptake by altering the rhizosphere microbial community. Frontiers in plant science, 17,
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Sympatric Gerbil Species. Ecology and evolution, 16(4), e73367.
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bipinnatifidum. Mitochondrial DNA. Part B, Resources, 11(1), 150.
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inflammation through MEK/ERK convergence. bioRxiv : the preprint server for biology.
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Enhances Cold Hardiness in Tea Plants. International journal of molecular sciences,
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