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Proper Citation

FASTA (RRID:SCR_011819)

Resource Information

URL: http://www.ebi.ac.uk/Tools/sss/fasta/

Proper Citation: FASTA (RRID:SCR_011819)

Description: Software package for DNA and protein sequence alignment to find regions
of local or global similarity between Protein or DNA sequences, either by searching
Protein or DNA databases, or by identifying local duplications within a sequence.

Abbreviations: FASTA

Synonyms: Federal Acquisition STreamlining Act

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

Keywords: sequence, alignment, DNA, protein, similarity, searching

Availability: Free, Freely available

Resource Name: FASTA

Resource ID: SCR_011819

Alternate IDs: OMICS_00994

License: Apache2.0

Record Creation Time: 20220129T080306+0000

Record Last Update: 20260808T190230+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011819/resolver
http://www.ebi.ac.uk/Tools/sss/fasta/


No rating or validation information has been found for FASTA.

No alerts have been found for FASTA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 896 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Mostafavi S, et al. (2026) Deciphering Membrane Protein Complexes in Plasmodium
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suppresses tumor growth and alleviates enzalutamide resistance in prostate cancer.
Cellular & molecular biology letters, 31(1), 11.

Shah DC, et al. (2026) Exogenous sphingomyelinase mediates MSC-derived EV
biogenesis and enhances potency via repackaging of molecular cargo. iScience, 29(3),
114992.
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of proteome research, 25(2), 1027.
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