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Resource Information

URL: http://genome.tugraz.at/

Proper Citation: GOLD.db - Genomics Of Lipid-associated Disorders
(RRID:SCR_000736)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented July 22,
2016. A database that integrates information on the function and properties of genes and
their protein products relevant to lipid-associated disorders. GOLD.db provides information
such as the biology, diagnosis management, treatment and prevention of such disorders
like non-insulin dependent diabetes, various hyperlipedemias, high blood pressure and
atherosclerosis. Resources include the biological pathways, data sets, microarray
protocols and other experimental standards, analytical tools, and reagents.

Synonyms: Genomics Of Lipid-associated Disorders database, GOLD.db Genomics Of
Lipid-associated Disorders, GOLD.db

Resource Type: database, data or information resource

Defining Citation: PMID:15588328

Keywords: lipid, disorder, diabetes, insulin, hyperlipedemia, blood pressure,
athersclerosis, microarray, reagent, biology

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: GOLD.db - Genomics Of Lipid-associated Disorders

Resource ID: SCR_000736

Alternate IDs: nif-0000-02919

Alternate URLs: http://gold.tugraz.at

Record Creation Time: 20220129T080203+0000
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https://pubmed.ncbi.nlm.nih.gov/15588328


Record Last Update: 20260808T190345+0000

Ratings and Alerts

No rating or validation information has been found for GOLD.db - Genomics Of Lipid-
associated Disorders.

No alerts have been found for GOLD.db - Genomics Of Lipid-associated Disorders.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 25 mentions in open access literature.

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