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Proper Citation

GeneReviews (RRID:SCR_006560)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/books/NBK1116/

Proper Citation: GeneReviews (RRID:SCR_006560)

Description: Provides clinically relevant and medically actionable information for inherited 
conditions in standardized journal-style format, covering diagnosis, management, and 
genetic counseling for patients and their families. Searchable book of expert-authored, peer-
reviewed disease descriptions presented in standardized format and focused on clinically 
relevant and medically actionable information on diagnosis, management, and genetic 
counseling of patients and families with specific inherited conditions.

Abbreviations: GeneReviews

Resource Type: database, data or information resource

Defining Citation: PMID:20301295

Keywords: genetics, disease, clinical, diagnosis, management, genetic counseling, gene, 
chromosomal locus, phenotype, allele, locus, mutation

Related Condition: Inherited disease

Funding:

Availability: Acknowledgement required, Protected by copyright

Resource Name: GeneReviews

Resource ID: SCR_006560

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006560/resolver
http://www.ncbi.nlm.nih.gov/books/NBK1116/
https://pubmed.ncbi.nlm.nih.gov/20301295


Alternate IDs: OMICS_00269

Record Creation Time: 20220129T080236+0000

Record Last Update: 20250412T055105+0000

Ratings and Alerts

No rating or validation information has been found for GeneReviews.

No alerts have been found for GeneReviews.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 101 mentions in open access literature.

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