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Proper Citation

iMicrobe (RRID:SCR_017108)

Resource Information

URL.: https://www.imicrobe.us/

Proper Citation: iMicrobe (RRID:SCR_017108)

Description: Portal to provide integrated and federated system that interconnects diverse
microbiome data sets, bioinformatics tools, and community resources. Built on guiding
principles for FAIR data. Open source, community driven microbiome data marketplace and
tool exchange for users to integrate their own data and tools with broader community.
Partners with CyVerse and XSEDE.

Resource Type: data or information resource, topical portal, portal, organism-related portal
Keywords: microbiome, dataset, exchange, discovery, data

Funding: NSF;
Gordon and Betty Moore Fundation

Availability: Free, Freely available

Resource Name: iMicrobe

Resource ID: SCR_017108

Record Creation Time: 20220129T080333+0000

Record Last Update: 20250517T060312+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_017108/resolver
https://www.imicrobe.us/

No rating or validation information has been found for iMicrobe.

No alerts have been found for iMicrobe.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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