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Proper Citation

Coddle-Codons Optimized to Discover Deleterious LEsions (RRID:SCR_003003)

Resource Information

URL.: http://www.proweb.org/coddle/

Proper Citation: Coddle-Codons Optimized to Discover Deleterious LEsions
(RRID:SCR_003003)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented August 22,
2016. Web-accessible program that identifies the region(s) of a user-selected gene and of its
coding sequence (CDS) where the anticipated point mutations are most likely to result in
deleterious effects on the gene's function. CODDLe separately handles 1) the prediction of
changes which should truncate the protein and destabilize the RNA - nonsense changes and
splice junction changes, and 2) the prediction of missense changes which should alter
function of the gene product - those in conserved amino acid blocks in the CDS. Because the
region(s) identified will be PCR amplified by the user and that amplicon will be used for
polymorphism discovery, the application delivers primer pairs selected by Primer3 (Steve
Rozen, Helen J. Skaletsky (1996,1997,1998)Primer3.) After selecting a primer pair, CODDLe
returns a window with the selected amplicon and tabulates the effects of all possible
polymorphisms which could be detected in that amplicon. CODDLe will not identify the
regions of a gene where polymorphisms are most likely to be discovered. Others have
shown that naturally occurring SNPs are found more often in the untranslated regions of a
gene.

Abbreviations: CODDLE

Synonyms: Choosing codons to Optimize Discovery of Deleterious Lesions, Codons
Optimized to Discover Deleterious LEsions

Resource Type: data analysis service, service resource, production service resource,
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https://dknet.org/data/record/nlx_144509-1/RRID:SCR_003003/resolver
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_003003/resolver
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analysis service resource

Keywords: codon, deleterious lesion, gene, coding, sequence, mutation, primer, protein
sequence, cdna, sequence alignment, coding sequence

Funding: DOE ;
Office of Energy Research

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Coddle-Codons Optimized to Discover Deleterious LEsions
Resource ID: SCR_003003

Alternate IDs: nif-0000-30262

Record Creation Time: 20220129T080216+0000

Record Last Update: 20250425T055312+0000

Ratings and Alerts

No rating or validation information has been found for Coddle-Codons Optimized to Discover
Deleterious LEsions.

No alerts have been found for Coddle-Codons Optimized to Discover Deleterious LEsions.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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