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Proper Citation

Combined Annotation Dependent Depletion (RRID:SCR_018393)

Resource Information

URL: https://cadd.gs.washington.edu/

Proper Citation: Combined Annotation Dependent Depletion (RRID:SCR_018393)

Description: Web tool for predicting deleteriousness of variants throughout human
genome. Software tool for scoring deleteriousness of single nucleotide variants as well as
insertion and deletions variants in human genome.

Abbreviations: CADD

Synonyms: Combined Annotation Dependent Depletion

Resource Type: data processing software, sequence analysis software, service resource,
data access protocol, data analysis software, software resource, web service, software
application

Defining Citation: PMID:30371827, PMID:24487276

Keywords: Human genome, disease, prediction, injurious variant, single nucleotide
variant, insertion variant, deletion variant, deleteriousness scoring

Funding: NCI R01 CA197139;
NHGRI U54 HG006493;
Brotman Baty Institute for Precision Medicine ;
Berlin Institute of Health ;
Howard Hughes Medical Institute ;
German Research Foundation ;
Charite University Medicine Berlin

Availability: Restricted
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Ratings and Alerts

No rating or validation information has been found for Combined Annotation Dependent
Depletion.

No alerts have been found for Combined Annotation Dependent Depletion.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 579 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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