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Resource Information

URL: http://www.nimblegen.com

Proper Citation: Roche NimbleGen (RRID:SCR_008571)

Description: Roche NimbleGen, Inc. is a leading innovator, manufacturer and supplier of
a proprietary suite of DNA microarrays, consumables, instruments and services. Roche
NimbleGen uniquely produces high-density arrays of long oligo probes that provide
greater information content and higher data quality necessary for studying the full diversity
of genomic and epigenomic variation. Roche NimbleGen is enabling a new era of High-
Definition Genomics by providing scientists with cost-effective, high-throughput tools for
extracting and integrating complex data on important forms of genomic and epigenomic
variation not previously accessible on a genome-wide scale. Scientists can thus obtain a
clearer understanding of genomic and epigenomic structure and function and how they
impact biology and medicine. This improved performance is made possible by Roche
NimbleGen'"s proprietary Maskless Array Synthesis (MAS) technology, which uses digital
light processing and rapid, high-yield photochemistry to synthesize long oligo, high-density
DNA microarrays with extreme flexibility. NimbleGen Systems was established in 1999.
The MAS technology is the result of research collaborations between the departments of
biotechnology, genetics, physics, and semiconductor engineering at the University of
Wisconsin - Madison. Roche NimbleGen has the exclusive worldwide license to the MAS
technology from the Wisconsin Alumni Research Foundation (WARF).

Abbreviations: Roche NimbleGen

Resource Type: instrument manufacture, material service resource, production service
resource, service resource

Resource Name: Roche NimbleGen
Resource ID: SCR_008571

Alternate IDs: nif-0000-31466
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Ratings and Alerts
No rating or validation information has been found for Roche NimbleGen.

No alerts have been found for Roche NimbleGen.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 233 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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