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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: data analysis software, software application, software resource, 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: 20260807T042859+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/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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Xu'Y, et al. (2026) The complete chloroplast genome sequence of Thaumatophyllum
bipinnatifidum. Mitochondrial DNA. Part B, Resources, 11(1), 150.
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transportation stress in sheep through the remodeling of the rumen microbiome-
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Zhang X, et al. (2026) Molecular mechanism of gallium nitrate in inhibiting bacterial biofilm
formation through pykF modulation. PloS one, 21(3), e0337557.
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diarrhea and its the probiotic control by Enterococcus faecium. BMC microbiology, 26(1).

Yang G, et al. (2026) The Whole Transcriptome Sequencing Profile of Serum-Derived
Exosomes and Potential Pathophysiology of Age-Related Hearing Loss. Diagnostics
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