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Type: Tool

Proper Citation

PRINSEQ (RRID:SCR_005454)

Resource Information

URL.: http://edwards.sdsu.edu/cgi-bin/prinseqg/prinseq.cqi

Proper Citation: PRINSEQ (RRID:SCR_005454)

Description: A publicly available tool that is able to filter, reformat and trim your genomic
and metagenomic sequence data and provide you summary statistics for your sequence
data. The interactive web interface facilitates visualizations of the results and export
functionality for subsequent data processing. The standalone lite version is written in Perl
and does not require any non-core Perl modules. The lite version is primarily designed for
data preprocessing and does not generate summary statistics in graphical form.

Abbreviations: PRINSEQ

Synonyms: PReprocessing and INformation of SEQuences, preprocessing and information
of sequences

Resource Type: data analysis service, production service resource, service resource,
analysis service resource

Defining Citation: PMID:21278185

Keywords: microbiome, data analysis, genomic sequence data, metagenomic sequence
data, summary, perl, bio.tools

Funding:
Availability: Acknowledgement requested, Public

Resource Name: PRINSEQ
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https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_005454/resolver
http://edwards.sdsu.edu/cgi-bin/prinseq/prinseq.cgi
https://pubmed.ncbi.nlm.nih.gov/21278185

Resource ID: SCR_005454

Alternate IDs: OMICS 01068, biotools:prinseq

Alternate URLSs: http://prinseq.sourceforge.net, https://bio.tools/prinseq
Record Creation Time: 20220129T080230+0000

Record Last Update: 20250428T053156+0000

Ratings and Alerts
No rating or validation information has been found for PRINSEQ.

No alerts have been found for PRINSEQ.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1183 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.

Ishizaka A, et al. (2025) Dysbiosis of gut microbiota in COVID-19 is associated with intestinal
DNA phage dynamics of lysogenic and lytic infection. Microbiology spectrum, 13(1),
€0099824.
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