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Resource Information

URL: http://www.gen2phen.org/

Proper Citation: Genotype-to-Phenotype Databases: A Holistic Solution
(RRID:SCR_013704)

Description: The Genotype-to-Phenotype Databases (GEN2PHEN) consortium aims to
create a web-based platform to capture and unify genetic information associated with
health and disease progression. The focus of the consortium is to create an integrated
genetic variation catalogue for the research community, with a focus on disorders such as
diabetes, obesity, heart disease and cancer.

Abbreviations: GEN2PHEN

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

Keywords: data-sharing enabler, genetic information, diabetes, obesity, heart disease,
cancer,

Funding: European Union FP7 Health Thematic Area of the Cooperation Programme

Resource Name: Genotype-to-Phenotype Databases: A Holistic Solution
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Ratings and Alerts
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No rating or validation information has been found for Genotype-to-Phenotype Databases:
A Holistic Solution.

No alerts have been found for Genotype-to-Phenotype Databases: A Holistic Solution.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 11 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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