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Proper Citation

BGI; Shenzhen; China (RRID:SCR_011114)

Resource Information

URL: http://www.genomics.cn/en/

Proper Citation: BGI; Shenzhen; China (RRID:SCR_011114)

Description: Citizen-managed, non-profit research institution that uses genomics to benefit
the human race. BGI (which includes both private non-profit research institutes and
sequencing application commercial units) and its affiliated offshoots, BGlI Americas and BGI
Europe, have established partnerships and collaborations with leading academic and
government research institutions as well as global biotechnology and pharmaceutical
companies, to support a variety of healthcare, agricultural, environmental and related
applications. BGI currently comprises of 4 regions: BGI China (Mainland), BGI Asia Pacific,
BGI Americas (North and South America) and BGI Europe (Europe and Africa). Relying on
advanced high-throughput sequencing technology, a highly efficient data analysis capability,
uniquely rich biological resources, and a multidisciplinary scientific research system, BGI can
provide innovative support for global communities, novel opportunities for researchers, and a
regionally tailored application services in the fields of healthcare, agriculture and the
environment.

Abbreviations: BGI

Synonyms: Beijing Genomics Institute
Resource Type: institution

Funding:

Resource Name: BGI; Shenzhen; China

Resource ID: SCR_011114
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Ratings and Alerts
No rating or validation information has been found for BGI; Shenzhen; China.

No alerts have been found for BGI; Shenzhen; China.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 16 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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