Resource Summary Report

Generated by kravitz2 on Jul 31, 2026

Gene Weaver

RRID:SCR_003009
Type: Tool

Proper Citation

Gene Weaver (RRID:SCR_003009)

Resource Information

URL: http://www.GeneWeaver.org

Proper Citation: Gene Weaver (RRID:SCR_003009)

Description: Freely accessible phenotype-centered database with integrated analysis and
visualization tools. It combines diverse data sets from multiple species and experiment
types, and allows data sharing across collaborative groups or to public users. It was
conceived of as a tool for the integration of biological functions based on the molecular
processes that subserved them. From these data, an empirically derived ontology may
one day be inferred. Users have found the system valuable for a wide range of
applications in the arena of functional genomic data integration.

Synonyms: GeneWeaver, GeneWeaver - A system for the integration of functional
genomics experiments, Ontological Discovery Environment, GeneWeaver.org

Resource Type: service resource, data repository, data analysis service, data or
information resource, database, storage service resource, analysis service resource,
production service resource

Defining Citation: PMID:22080549, PMID:19733230

Keywords: phenotype, microarray, gene, genome, functional genomics, process,
pathway, function, gene set, genomic data integration, analysis, visualization

Funding: Integrative Neuroscience Initiative on Alcoholism ;
NIAAA UO01 AA13499;
NIAAA U24 AA13513;
NIAAA RO1 AA18776

Availability: Free, Freely available

Resource Name: Gene Weaver



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_003009/resolver
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Resource ID: SCR_003009

Alternate IDs: r3d100012464, OMICS_02232, nif-0000-00517

Alternate URLSs: http://ontologicaldiscovery.org/, https://doi.org/10.17616/R3248T
License: Creative Commons Attribution-ShareAlike License

Record Creation Time: 20220129T080216+0000

Record Last Update: 20260731T042646+0000

Ratings and Alerts
No rating or validation information has been found for Gene Weaver.

No alerts have been found for Gene Weaver.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 34 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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