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Clustal Omega

RRID:SCR_001591
Type: Tool

Proper Citation

Clustal Omega (RRID:SCR_001591)

Resource Information

URL: https://www.ebi.ac.uk/jdispatcher/msa/clustalo?stype=protein

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 sequences. 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, software resource, software application,
service resource, alignment software, 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

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://sources.debian.org/src/clustalo/

License: GNU lesser GPL
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Record Creation Time: 20220129T080208+0000
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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 10580 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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