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Proper Citation

National Genome Research Network (RRID:SCR_006626)

Resource Information

URL: http://www.ngfn.de/en/start.html

Proper Citation: National Genome Research Network (RRID:SCR_006626)

Description: The program of medical genome research is a large-scale biomedical research 
project which extends the national genome research net (NGFN) and will be funded by the 
federal ministry of education and research (BMBF) from 2008-2013. Currently the program 
includes two fields: * Research ** NGFN-Plus: With the aim on combating diseases that are 
central to health policy, several hundred researchers are systematically investigating the 
complex molecular interactions of the human body. They are organized in 26 Integrated 
Genome Research Networks. * Application ** NGFN-Transfer: The rapid transfer of results 
from medical genome research into medical and industrial application is the aim of the 
scientists from research institutes and biomedical enterprises that cooperate in eight 
Innovation Alliances. AREAS OF DISEASE * Cardiovascular disease * Cancer * Neuronal 
diseases * Infections and Inflammations * Environmental factors

Abbreviations: NGFN

Synonyms: NGFN - National Genome Research Network, German National Genome 
Research Network

Resource Type: organization portal, portal, data or information resource

Keywords: genome, research, gene, disease

Related Condition: Cardiovascular disease, Cancer, Neuronal disease, Infectious disease, 
Inflammation, Disease linked to environment

Funding Agency: BMBF
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Resource Name: National Genome Research Network

Resource ID: SCR_006626

Alternate IDs: nlx_151595

Ratings and Alerts

No rating or validation information has been found for National Genome Research Network.

No alerts have been found for National Genome Research Network.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 26 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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