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Proper Citation

gfastats (RRID:SCR_026368)

Resource Information

URL.: https://github.com/vgl-hub/gfastats

Proper Citation: gfastats (RRID:SCR_026368)

Description: Standalone tool to compute assembly summary statistics and manipulate
assembly sequences in FASTA, FASTQ or GFA [.gz] format. Gfastats stores assembly
sequences internally in a GFA-like format. This feature allows gfastats to seamlessly
convert FAST* to and from GFA [.gz] files. Gfastats can also build an assembly graph that
can in turn be used to manipulate the underlying sequences following instructions
provided by the user, while simultaneously generating key metrics for the new sequences.

Resource Type: source code, software resource

Defining Citation: PMID:35799367

Keywords: summary statistics, genome assembly file manipulation, fasta, fastq, gfa, file
conversion,

Funding: Rockefeller University ;
German National Research Data Initiative

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

Resource ID: SCR_026368

License: MIT license

Record Creation Time: 20250204T060303+0000

Record Last Update: 20260810T040904+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_026368/resolver
https://github.com/vgl-hub/gfastats
https://pubmed.ncbi.nlm.nih.gov/35799367

No rating or validation information has been found for gfastats.

No alerts have been found for gfastats.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 55 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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Geiser MF, et al. (2025) The genome sequence of a flea beetle, Neocrepidodera
transversa (Marsham, 1802). Wellcome open research, 10, 62.
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