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Proper Citation

deCODE genetics (RRID:SCR_003334)

Resource Information

URL.: http://www.decode.com/

Proper Citation: deCODE genetics (RRID:SCR_003334)

Description: A biopharmaceutical company applying its discoveries in human genetics to
develop drugs and diagnostics for common diseases. They specialize in gene discovery -
their population approach and resources have enabled them to isolate key genes
contributing to major public health challenges from cardiovascular disease to cancer. The
company's genotyping capacity is now one of the highest in the world. They have a large
population-based biobank containing whole blood and DNA samples with extensive relevant
phenotypic information from around 120.000 Icelanders. In the company's work in more than
50 disease projects, their statistical and informatics departments have established
themselves in data processing and analysis. deCODE genetics is widely recognized as a
center of excellence in genetic research.

Abbreviations: deCODE
Synonyms: Islensk Erfdagreining EHF, Islensk Erfdagreining
Resource Type: commercial organization

Keywords: biopharmaceutical, genetics, drug, diagnostic, genotyping, phenotype, data
processing, analysis, genetic variant, risk factor, genome, blood, dna, biobank, single
nucleotide polymorphism

Related Condition: Schizophrenia, Cardiovascular disease, Cancer, Type 2 diabetes, Atrial
fibrillation, Heart attack

Funding:
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Resource Name: deCODE genetics
Resource ID: SCR_003334

Alternate IDs: nif-0000-31959, ISNI: 0000 0004 0618 6889, grid.421812.c, Wikidata:
Q493712

Alternate URLSs: https://ror.org/04dzdm737
Record Creation Time: 20220129T080218+0000

Record Last Update: 20250519T203244+0000

Ratings and Alerts
No rating or validation information has been found for deCODE genetics.

No alerts have been found for deCODE genetics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 48 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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