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Salk Institute Razavi Newman Integrative Genomics
and Bioinformatics Core Facility (IGC)

RRID:SCR_014842
Type: Tool

Proper Citation

Salk Institute Razavi Newman Integrative Genomics and Bioinformatics Core Facility (IGC)
(RRID:SCR_014842)

Resource Information

URL.: http://www.salk.edu/science/core-facilities/integrative-genomics-and-bioinformatics-
core/

Proper Citation: Salk Institute Razavi Newman Integrative Genomics and Bioinformatics
Core Facility (IGC) (RRID:SCR_014842)

Description: Core facility established to assist the Salk community with integrating
genomics data into their research. The primary focus of the core is to provide analysis
support for next-generation sequencing applications.

Abbreviations: SALK IGC, IGC

Synonyms: , Integrative Genomics, Salk, Core Facility, Institute, Razavi Newman, UCSD,
Bioinformatics

Resource Type: access service resource, service resource, core facility
Keywords: core facility, gene, genomic, genomic data, analysis, consultation, applications

Funding: NCI CA014195;
Helmsley Trust ;
Salk Institute Razavi Newman Integrative Genomics and Bioinformatics Core Facility

Availability: Open
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Ratings and Alerts

No rating or validation information has been found for Salk Institute Razavi Newman
Integrative Genomics and Bioinformatics Core Facility (IGC).

No alerts have been found for Salk Institute Razavi Newman Integrative Genomics and
Bioinformatics Core Facility (IGC).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 791 mentions in open access literature.

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