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Proper Citation

Georgia Genomics and Bioinformatics Core at the University of Georgia
(RRID:SCR_010994)

Resource Information

URL: https://dna.uga.edu/

Proper Citation: Georgia Genomics and Bioinformatics Core at the University of Georgia
(RRID:SCR_010994)

Description: Core laboratory for nucleic acid sequencing and bioinformatics. Used for
research support, education, and training. Services include genomic techniques and
applications, sequencing technologies, and bioinformatics analyses, writting letters of
support for grant applications submitted to funding agencies. GGBC operates multiple
platforms for short-, long-, and single-molecule sequencing reads (i.e., lllumina MiSeq and
NextSeq, PacBio Sequel, and Oxford Nanopore Minlon).

Abbreviations: GGBC

Synonyms: Georgia Genomics & Bioinformatics Core, Georgia Genomics and
Bioinformatics Core at UGA, University of Georgia Genomics Facility, Georgia Genomics
and Bioinformatics Core

Resource Type: access service resource, core facility, service resource, training service
resource

Keywords: nucleic, acid, sequencing, labs, analysis, equipment, genomic, technique,
analysis, grant, application

Resource Name: Georgia Genomics and Bioinformatics Core at the University of Georgia
Resource ID: SCR_010994

Alternate IDs: SciEx_ 9234
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Old URLs: http://www.scienceexchange.com/facilities/georgia-genomics-facility-uga,
http://www.scienceexchange.com/facilities/georgia-genomics-facility-uga

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260821T193929+0000

Ratings and Alerts

No rating or validation information has been found for Georgia Genomics and
Bioinformatics Core at the University of Georgia.

No alerts have been found for Georgia Genomics and Bioinformatics Core at the
University of Georgia.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 75 mentions in open access literature.

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