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RRID:SCR_002351
Type: Tool

Proper Citation

MAQC (RRID:SCR_002351)

Resource Information

URL:
http://www.fda.gov/ScienceResearch/BioinformaticsTools/MicroarrayQualityControlProject/del

ault.ht

Proper Citation: MAQC (RRID:SCR_002351)

Description: Project to improve the microarray and next-generation sequencing
technologies and foster their proper applications in discovery, development and review of
FDA regulated products by developing standards and quality measures. Microarrays and
next-generation sequencing represent core technologies in pharmacogenomics and
toxicogenomics; however, before these technologies can successfully and reliably be used
in clinical practice and regulatory decision-making, standards and quality measures need
to be developed. Everyone is invited to participate in the MAQC project.

Abbreviations: MAQC
Synonyms: MicroArray Quality Control

Resource Type: narrative resource, standard specification, data or information resource,
knowledge environment

Keywords: microarray, next-generation sequencing, pharmacogenomics, toxicogenomics,
quality control

Resource Name: MAQC

Resource ID: SCR_002351

Alternate IDs: OMICS 01784

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260728T043131+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_002351/resolver
http://www.fda.gov/ScienceResearch/BioinformaticsTools/MicroarrayQualityControlProject/default.htm

No rating or validation information has been found for MAQC.

No alerts have been found for MAQC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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