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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

Funding:

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.

Resource Name: MetaCore

Resource ID: SCR_008125

Alternate IDs: nif-0000-20874

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

Record Last Update: 20250519T203530+0000

Ratings and Alerts

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 1170 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Alzheimer's Association, 21(2), e14476.

Shen L, et al. (2025) Marginal interaction test for detecting interactions between genetic 
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seizure. Toxicological sciences : an official journal of the Society of Toxicology, 203(2), 253.
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Intrahepatic Cholangiocarcinoma. Liver international : official journal of the International 
Association for the Study of the Liver, 45(1), e16208.
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From the Symptoms of Lower Urinary Tract Dysfunction Research Network. Neurourology 
and urodynamics, 44(1), 178.
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molecular signatures for asymptomatic and symptomatic Alzheimer's disease. Research 
square.

Ali M, et al. (2024) Single cell transcriptome analysis of the THY-Tau22 mouse model of 
Alzheimer's disease reveals sex-dependent dysregulations. Cell death discovery, 10(1), 119.

Zhang J, et al. (2024) The association of GNB5 with Alzheimer disease revealed by genomic 
analysis restricted to variants impacting gene function. American journal of human genetics, 
111(3), 473.
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in a zebrafish larvae phenotypic screen. Scientific reports, 14(1), 11174.
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profiles in patients with hepatitis C virus antiviral therapy. PloS one, 19(5), e0299424.

Cavazzoni A, et al. (2024) Synergic activity of FGFR2 and MEK inhibitors in the treatment of 
FGFR2-amplified cancers of unknown primary. Molecular therapy : the journal of the 
American Society of Gene Therapy, 32(10), 3650.

Lizama BN, et al. (2024) CT1812 biomarker signature from a meta-analysis of CSF 
proteomic findings from two Phase 2 clinical trials in Alzheimer's disease. Alzheimer's & 
dementia : the journal of the Alzheimer's Association, 20(10), 6860.
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Mucosal immunology.
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147(4), 1436.
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analyses. Human genomics, 18(1), 69.

Bagherinia M, et al. (2024) Predictors of social intermediate factors associated with sexual 
quality of life of women: systematic review and meta-analysis. BMC women's health, 24(1), 
64.

Stricker M, et al. (2024) Genome-wide classification of epigenetic activity reveals regions of 
enriched heritability in immune-related traits. Cell genomics, 4(1), 100469.

Xiang H, et al. (2024) Single-Cell Analysis Identifies NOTCH3-Mediated Interactions 
between Stromal Cells That Promote Microenvironment Remodeling and Invasion in Lung 
Adenocarcinoma. Cancer research, 84(9), 1410.


