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Fastag

RRID:SCR_016091
Type: Tool

Proper Citation

Fastaq (RRID:SCR_016091)

Resource Information

URL.: https://github.com/sanger-pathogens/Fastaqg

Proper Citation: Fastaq (RRID:SCR_016091)

Description: Software application for diverse collection of scripts that perform useful and
common FASTA/FASTQ manipulation tasks, such as filtering, merging, splitting, sorting,
trimming, search/replace, etc. Input and output files can be gzipped (format is automatically
detected) and individual Fastaqg commands can be piped together.

Resource Type: software toolkit, software resource

Keywords: diverse, script, collect, filter, merge, split, sort, trim, search, replace, file, single-
letter code, nucleotide, sequence, peptide, amino acid, text-based, format

Funding:

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

Resource ID: SCR_016091

Alternate IDs: OMICS 19987

Alternate URLSs: https://sources.debian.org/src/fastaq/
License: Open Source Licence

Record Creation Time: 20220129T080328+0000
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Ratings and Alerts
No rating or validation information has been found for Fastag.

No alerts have been found for Fastaq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25 mentions in open access literature.

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