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Proper Citation

CodonW (RRID:SCR_023989)

Resource Information

URL: http://codonw.sourceforge.net

Proper Citation: CodonW (RRID:SCR_023989)

Description: Software tool designed to simplify Multivariate analysis (correspondence 
analysis) of codon and amino acid usage. It also calculates standard indices of codon usage.

Synonyms: codonw

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

Keywords: Multivariate analysis, correspondence analysis, codon and amino acid usage, 
calculate standard indices, codon usage,

Funding:

Availability: Free, Available for download, Freely available

Resource Name: CodonW

Resource ID: SCR_023989

Alternate IDs: OMICS_08756

Alternate URLs: https://sources.debian.org/src/codonw/

License: GNU General Public License version 2

Record Creation Time: 20230824T050211+0000
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Record Last Update: 20250412T060616+0000

Ratings and Alerts

No rating or validation information has been found for CodonW.

No alerts have been found for CodonW.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 155 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Xiao X, et al. (2025) Comparative Analysis of Complete Chloroplast Genomes and 
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16(1), 388.

Guo F, et al. (2025) Insight into the codon usage patterns and adaptation of Tembusu Virus. 
Poultry science, 104(1), 104651.

Hai Y, et al. (2024) The chloroplast genomes of two medicinal species (Veronica anagallis-
aquatica L. and Veronica undulata Wall.) and its comparative analysis with related Veronica 
species. Scientific reports, 14(1), 13945.

Han Y, et al. (2024) Comprehensive Analysis of the Complete Mitochondrial Genome of 
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Oreomecon nudicaulis (Papaveraceae). BMC genomic data, 25(1), 49.
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evolution of Ludwigia (Onagraceae, Myrtales). Science progress, 107(3), 368504241272741.

Zhou YR, et al. (2024) The adaptive evolution of Quercus section Ilex using the chloroplast 
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Tu XD, et al. (2024) The complete mitochondrial genome of Castanopsis carlesii and 
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