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Proper Citation

Terra (RRID:SCR_021648)

Resource Information

URL: https://terra.bio

Proper Citation: Terra (RRID:SCR_021648)

Description: Open ecosystem of data repositories hosted by various partner organizations, 
who work together to ensure that their data can be federated across participating platforms. 
Open source platform for biomedical researchers to access data, run analysis tools, and 
collaborate. Terra powers important scientific projects including AnVIL, BioData Catalyst, 
Human Cell Atlas, BICCN, and many others. Easily access both open and access-controlled 
datasets hosted in cloud repositories. Explore, analyze, and visualize data using Jupyter 
Notebooks, RStudio, RShinyApps, and Galaxy.

Synonyms: Terra Cloud Native Platform, BCDC cloud computing environment

Resource Type: data or information resource, portal

Keywords: Biomedical researcher platform, access data, run analysis tools, collaborate, 
access controlled datasets, cloud repositories

Funding:

Availability: Free, Freely available

Resource Name: Terra

Resource ID: SCR_021648

License URLs: https://terra.bio/about/terms-of-service/

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_021648/resolver
https://terra.bio


Record Creation Time: 20220129T080356+0000

Record Last Update: 20250516T054240+0000

Ratings and Alerts

No rating or validation information has been found for Terra.

No alerts have been found for Terra.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 75 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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