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Resource Information

URL: http://cgf.nci.nih.gov

Proper Citation: Core Genotyping Facility (RRID:SCR_008438)

Description: With remarkable advances in genomic technologies, the National Cancer
Institute established the Core Genotyping Facility (CGF) to investigate the contribution of
germline genetic variation to cancer susceptibility and outcomes. Working in concert with
epidemiologists, biostatisticians and basic research scientists in the intramural research
program, the CGF has developed the capacity to conduct genome-wide association
studies and candidate gene approaches to identify the heritable determinants of various
forms of cancer. In order to ensure the accuracy and timely completion of all CGF
provided operations, the following Information Systems were developed. While the
investigator does not have direct access to these systems, their availability to CGF staff
members greatly aids in their querying and reporting capabilities. In turn this provides
benefit to the investigator by providing the most up to date reporting possible. The Core
Genotyping Facility (CGF) offers a wide variety of sample preparation and genotyping
operations. All samples received must meet minimum requirements and are taken through
the Sample Handling pipeline prior to completing any genotyping. The Sample Handling
pipeline includes DNA quantification and genetic fingerprinting. Also offered are Whole
Genome Amplification (WGA) assays, to get the most yield out of low quantity DNA
samples. Theirr genotyping products cover a wide-range of assay sizes. The CGF
operates the Illumina BeadLab system which supports Illumina assay technologies
including the whole genome genotyping Infinium assays, custom GoldenGate OPA
assays, and Custom Infinium (iSelect) assays. In addition, the CGF offers Affymetrix
GeneChip arrays and uniplex TaqMan genotyping. Sponsors: CGF is supported by the
SAIC-Frederick. :Keywords: Genomic, Technology, Cancer, Genotyping, Germline,
Genetic, Epidemiologist, Biostatistician, Research, Gene, Assay, Genotype, Pipeline,
Genome, DNA, :

Synonyms: CGF

Resource Type: organization portal, portal, data or information resource, laboratory portal
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Ratings and Alerts

No rating or validation information has been found for Core Genotyping Facility.

No alerts have been found for Core Genotyping Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 10 mentions in open access literature.

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