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Type: Tool

Proper Citation

MetaCore (RRID:SCR_008125)

Resource Information

URL.: http://thomsonreuters.com/metacore/

Proper Citation: MetaCore (RRID:SCR_008125)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on March
17, 2022. An integrated software suite for functional analysis of experimental data. The
scope of data types includes microarray and SAGE gene expression, SNPs and CGH
arrays, proteomics, metabolomics, pathway analysis, Y2H and other custom interactions.
MetaCore is based on a proprietary manually curated database of human protein-protein,
protein-DNA and protein compound interactions, metabolic and signaling pathways and
the effects of bioactive molecules in gene expression.

Resource Type: software application, software resource, data analysis software, data
processing software

Keywords: expression, gene, dna, interaction, metabolomics, microarray, pathway,
protein, proteomic, software

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.
Resource Name: MetaCore

Resource ID: SCR_008125

Alternate IDs: nif-0000-20874

Alternate URLSs: http://www.genego.com/metacore.php
Record Creation Time: 20220129T080245+0000

Record Last Update: 20260729T044200+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_008125/resolver
http://thomsonreuters.com/metacore/

No rating or validation information has been found for MetaCore.

No alerts have been found for MetaCore.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1182 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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Ali M, et al. (2025) Temporal transcriptomic changes in the THY-Tau22 mouse model of
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communications, 13(1), 93.
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databases. Briefings in bioinformatics, 26(6).
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signatures across the Alzheimer disease continuum. Neuron, 113(9), 1363.
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Outgrowth of Disseminated Cancer Cells. Cancer immunology research, 13(5), 729.
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Lizama BN, et al. (2025) Sigma-2 receptor modulator CT1812 alters key pathways and
rescues retinal pigment epithelium (RPE) functional deficits associated with dry age-
related macular degeneration (AMD). Scientific reports, 15(1), 4256.
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models of ependymoma. Proceedings of the National Academy of Sciences of the United
States of America, 122(4), e2319474122.
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60, 101108.
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Intrahepatic Cholangiocarcinoma. Liver international : official journal of the International
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Doulamis IP, et al. (2025) Transcriptomic signatures of subcutaneous adipose tissue in
patients with diabetes and coronary artery disease: a pilot study. Frontiers in
cardiovascular medicine, 12, 1524605.
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119.




