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RRID:SCR_004173
Type: Tool

Proper Citation

INMEX (RRID:SCR_004173)

Resource Information

URL: http://www.inmex.ca./INMEX/

Proper Citation: INMEX (RRID:SCR_004173)

Description: A web-based tool to support meta-analysis of multiple gene-expression data
sets, as well as to enable integration of data sets from gene expression and metabolomics
experiments. INMEX contains three functional modules. The data preparation module
supports flexible data processing, annotation and visualization of individual data sets. The
statistical analysis module allows researchers to combine multiple data sets based on P-
values, effect sizes, rank orders and other features. The significant genes can be examined
in functional analysis module for enriched Gene Ontology terms or Kyoto Encyclopedia of
Genes and Genomes (KEGG) pathways, or expression profile visualization. INMEX has built-
in support for common gene/metabolite identifiers (IDs), as well as 45 popular microarray
platforms for human, mouse and rat. Complex operations are performed through a user-
friendly web interface in a step-by-step manner.

Abbreviations: INMEX

Synonyms: INtegrative Meta-analysis of EXpression data, INMEX - INtegrative Meta-
analysis of EXpression data

Resource Type: production service resource, data analysis service, analysis service
resource, service resource

Defining Citation: PMID:23766290

Keywords: gene expression, meta-analysis, metabolomics, pathway, gene, metabolite,
visualization, bio.tools

Funding: Killam Trust ;
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Availability: Acknowledgement requested
Resource Name: INMEX

Resource ID: SCR_004173

Alternate IDs: biotools:inmex, OMICS_ 01546
Alternate URLSs: https://bio.tools/inmex

Record Creation Time: 20220129T080223+0000

Record Last Update: 20250424T064648+0000

Ratings and Alerts

No rating or validation information has been found for INMEX.

No alerts have been found for INMEX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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