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InterMine

RRID:SCR_001772
Type: Tool

Proper Citation

InterMine (RRID:SCR_001772)

Resource Information

URL: http://intermine.org/

Proper Citation: InterMine (RRID:SCR_001772)

Description: An open source data warehouse system built for the integration and analysis
of complex biological data that enables the creation of biological databases accessed by
sophisticated web query tools. Parsers are provided for integrating data from many
common biological data sources and formats, and there is a framework for adding data.
InterMine includes a user-friendly web interface that works "out of the box" and can be
easily customized for specific needs, as well as a powerful, scriptable web-service API to
allow programmatic access to data.

Resource Type: software resource

Defining Citation: PMID:24753429

Keywords: mac os x, unix/linux, windows, java, bio.tools

Funding: Wellcome Trust

Availability: Free, Freely available

Resource Name: InterMine

Resource ID: SCR_001772

Alternate IDs: OMICS 03840, biotools:intermine

Alternate URLSs: https://github.com/intermine/intermine, https://bio.tools/intermine
Old URLSs: http://intermine.github.io/intermine.org/

License: GNU Lesser General Public License, v3
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Record Creation Time: 20220129T080209+0000

Record Last Update: 20260725T190509+0000

Ratings and Alerts

No rating or validation information has been found for InterMine.

No alerts have been found for InterMine.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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F1000Research, 8, 233.

Lonardi S, et al. (2019) The genome of cowpea (Vigna unguiculata [L.] Walp.). The Plant
journal : for cell and molecular biology, 98(5), 767.

Komkova D, et al. (2018) The InterMine Android app: Cross-organism genomic data in
your pocket. F1000Research, 7, 1837.

Boldyreva LV, et al. (2017) Protein and Genetic Composition of Four Chromatin Types in
Drosophila melanogaster Cell Lines. Current genomics, 18(2), 214.




