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Clustal W2

RRID:SCR_002909
Type: Tool

Proper Citation

Clustal W2 (RRID:SCR_002909)

Resource Information

URL.: http://www.ebi.ac.uk/Tools/msa/clustalw2/

Proper Citation: Clustal W2 (RRID:SCR_002909)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented on January 19,
2022. Command line version of multiple sequence alignment program Clustal for DNA or
proteins. Alignment is progressive and considers sequence redundancy. No longer being
maintained. Please consider using Clustal Omega instead which accepts nucleic acid or
protein sequences in multiple sequence formats NBRF/PIR, EMBL/UniProt, Pearson
(FASTA), GDE, ALN/ClustalW, GCG/MSF, RSF.

Synonyms: European Bioinformatics Institute - ClustalW?2

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

Defining Citation: PMID:17846036, PMID:20439314, DOI:10.1093/bioinformatics/btm404

Keywords: multiple, sequence, alignment, cladogram, phylogram, evolution, phylogenetic,
tree, protein, nucleic, acid, bio.tools

Funding Agency: Science Foundation Ireland
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Clustal W2

Resource ID: SCR_002909



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_002909/resolver
http://www.ebi.ac.uk/Tools/msa/clustalw2/
https://pubmed.ncbi.nlm.nih.gov/17846036
https://pubmed.ncbi.nlm.nih.gov/20439314
https://dx.doi.org/10.1093/bioinformatics/btm404

Alternate IDs: OMICS_02562, nif-0000-30076

Alternate URLSs: http://www.ch.embnet.org/software/ClustalW.html,
https://sources.debian.org/src/clustalx/

Old URLSs: http://www.ebi.ac.uk/tools/clustalw/

Ratings and Alerts
No rating or validation information has been found for Clustal W2.

No alerts have been found for Clustal W2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7790 mentions in open access literature.

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

Jiao X, et al. (2024) A cyclin D1 intrinsically disordered domain accesses modified histone
motifs to govern gene transcription. Oncogenesis, 13(1), 4.

Vellas C, et al. (2024) Intact proviruses are enriched in the colon and associated with PD-
1+TIGIT- mucosal CD4+ T cells of people with HIV-1 on antiretroviral therapy. EBioMedicine,
100, 104954.

Tabassum N, et al. (2024) Genome-wide in-silico analysis of ethylene biosynthesis gene
family in Musa acuminata L. and their response under nutrient stress. Scientific reports,
14(1), 558.

Ibrahim MM, et al. (2024) First report of Kudoa species (Myxozoa, Multivalvulida) infection in
purple-spotted Bigeye (Priacanthus tayenus) from the Saudi Arabian Gulf. PloS one, 19(1),
e0295668.

Zhang A, et al. (2024) Molecular Characterization and Expression Changes of the bcl2113
Gene in Response to Hypoxia in Megalobrama amblycephala. Current issues in molecular
biology, 46(2), 1136.

Gheybi E, et al. (2023) In silico designing and expression of novel recombinant construct
containing the variable part of CD44 extracellular domain for prediagnostic breast cancer.
Cancer reports (Hoboken, N.J.), 6(3), e1745.



https://scicrunch.org/scicrunch/about/sources/nlx_144509-1
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_002909/resolver/mentions
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