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Proper Citation

Gemma (RRID:SCR_008007)

Resource Information

URL: http://www.chibi.ubc.ca/Gemma

Proper Citation: Gemma (RRID:SCR_008007)

Description: Resource for reuse, sharing and meta-analysis of expression profiling data.
Database and set of tools for meta analysis, reuse and sharing of genomics data.
Targeted at analysis of gene expression profiles. Users can search, access and visualize
coexpression and differential expression results.

Abbreviations: Gemma

Resource Type: data or information resource, database

Defining Citation: PMID:22782548

Keywords: chip, microarray, functional genomics, gene expression, coexpression,
differential expression, FASEB list

Funding: NIGMS GM076990;
Canadian Foundation for Innovation ;
Michael Smith Foundation for Health Research ;
Canadian Institutes for Health Research

Availability: Free, Freely available

Resource Name: Gemma

Resource ID: SCR_008007

Alternate IDs: nif-0000-08127, r3d100012747

Alternate URLs: https://sources.debian.org/src/gemma/,
https://doi.org/10.17616/R36R54, https://doi.org/10.17616/R36R54

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_008007/resolver
http://www.chibi.ubc.ca/Gemma
https://pubmed.ncbi.nlm.nih.gov/22782548


License: Apache License v2

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260729T044158+0000

Ratings and Alerts

No rating or validation information has been found for Gemma.

No alerts have been found for Gemma.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1112 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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