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Proper Citation

Oxford Gene Technology (RRID:SCR_012551)

Resource Information

URL.: http://www.scienceexchange.com/facilities/oxford-gene-technology

Proper Citation: Oxford Gene Technology (RRID:SCR_012551)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on May
5,2024. Provides range of high-quality genomics services, including next generation
sequencing (whole exome, pre-designed panels, custom panels, RNA-Seq) and microarray
processing (aCGH-CNV, miRNA, gene expression).

Abbreviations: OGT

Resource Type: commercial organization, service resource
Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Oxford Gene Technology

Resource ID: SCR_012551

Alternate IDs: SciEx_4593

Record Creation Time: 20220129T080311+0000

Record Last Update: 20250505T054155+0000

Ratings and Alerts



https://neuinfo.org
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No rating or validation information has been found for Oxford Gene Technology.

No alerts have been found for Oxford Gene Technology.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 122 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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