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Proper Citation

NASCs International Affymetrix Service (RRID:SCR_012825)

Resource Information

URL: http://affymetrix.arabidopsis.info

Proper Citation: NASCs International Affymetrix Service (RRID:SCR_012825)

Description: The NASC International Affymetrix Service is a commercial website that
provides transcripomics services for a fee. This data is available for any available species,
any consortium chip, and any kind of experiment. The website also provides open source
and free Xspecies software and techniques that can be (examples) used to perform
GeneChip transcriptomics experiments on species for which no current Affymetrix chip
exists.

Synonyms: NASCarrays

Resource Type: data or information resource, database
Keywords: FASEB list

Resource Name: NASCs International Affymetrix Service
Resource ID: SCR_012825

Alternate IDs: nif-0000-03176

Record Creation Time: 20220129T080312+0000

Record Last Update: 20260811T043445+0000

Ratings and Alerts

No rating or validation information has been found for NASCs International Affymetrix
Service.

No alerts have been found for NASCs International Affymetrix Service.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 44 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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