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Clustal Omega

RRID:SCR_001591
Type: Tool

Proper Citation

Clustal Omega (RRID:SCR_001591)

Resource Information

URL.: http://www.ebi.ac.uk/Tools/msa/clustalo/

Proper Citation: Clustal Omega (RRID:SCR_001591)

Description: Software package as multiple sequence alignment tool that uses seeded guide
trees and HMM profile-profile techniques to generate alignments between three or more
seqguences. Accepts nucleic acid or protein sequences in multiple sequence formats
NBRF/PIR, EMBL/UniProt, Pearson (FASTA), GDE, ALN/Clustal, GCG/MSF, RSF.

Abbreviations: Clustal Omega, Clustalo

Resource Type: image analysis software, alignment software, software application, service
resource, software resource, data processing software

Defining Citation: PMID:21988835, PMID:20439314, DOI:10.1038/msb.2011.75

Keywords: multiple, sequence, alignment, DNA, RNA, protein, generate, bio.tools
Funding: Science Foundation Ireland

Availability: Free, Available for download, Freely available, Acknowledgement requested
Resource Name: Clustal Omega

Resource ID: SCR_001591

Alternate IDs: OMICS 00972, SCR_016062, biotools:clustalo, nlx_153836

Alternate URLSs: https://sources.debian.org/src/clustalo/, http://www.clustal.org/omega/,
http://mobyle.pasteur.fr/cgi-bin/portal.py#forms::clustalO-multialign, https://bio.tools/clustalo,



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001591/resolver
http://www.ebi.ac.uk/Tools/msa/clustalo/
https://pubmed.ncbi.nlm.nih.gov/21988835
https://pubmed.ncbi.nlm.nih.gov/20439314
https://dx.doi.org/10.1038/msb.2011.75

https://sources.debian.org/src/clustalo/
License: GNU lesser GPL
Record Creation Time: 20220129T080208+0000

Record Last Update: 20250503T055439+0000

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

No alerts have been found for Clustal Omega.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8943 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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cassettes 11, 15 and 8 that mediate the Plasmodium falciparum virulence-associated
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Ries F, et al. (2025) A truncated variant of the ribosome-associated trigger factor specifically
contributes to plant chloroplast ribosome biogenesis. Nature communications, 16(1), 629.

Kim A, et al. (2025) Mice deficient in TWIK-1 are more susceptible to kainic acid-induced
seizures. iScience, 28(1), 111587.
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plant virus primer design and assessment. PloS one, 20(1), e0317918.
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microbiology reports, 17(1), e70066.
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understanding of tick evolution. BMC biology, 23(1), 17.
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15(1), e70877.
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during head regeneration in Hydra. Life science alliance, 8(1).

Yeager R, et al. (2025) Wild yeast isolation by middle-school students reveals features of
populations residing on North American oaks. G3 (Bethesda, Md.), 15(1).

Baeza JA, et al. (2025) Assembly of Mitochondrial Genomes Using Nanopore Long-Read
Technology in Three Sea Chubs (Teleostei: Kyphosidae). Molecular ecology resources,
25(1), e14034.

Selzer AM, et al. (2025) An SH3-binding allosteric modulator stabilizes the global
conformation of the AML-associated Src-family kinase, Hck. The Journal of biological
chemistry, 301(1), 108088.




