Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

Babelomics

RRID:SCR_002969
Type: Tool

Proper Citation

Babelomics (RRID:SCR_002969)

Resource Information

URL: http://babelomics.bioinfo.cipf.es

Proper Citation: Babelomics (RRID:SCR_002969)

Description: An integrative platform for the analysis of transcriptomics, proteomics and
genomic data with advanced functional profiling. Version 4 of Babelomics integrates
primary (normalization, calls, etc.) and secondary (signatures, predictors, associations,
TDTSs, clustering, etc.) analysis tools within an environment that allows relating genomic
data and/or interpreting them by means of different functional enrichment or gene set
methods. Such interpretation is made not only using functional definitions (GO, KEGG,
Biocarta, etc.) but also regulatory information (from Transfac, Jaspar, etc.) and other
levels of regulation such as miRNA-mediated interference, protein-protein interactions,
text-mining module definitions and the possibility of producing de novo annotations
through the Blast2GO system . Babelomics has been extensively re-engineered and now
it includes the use of web services and Web 2.0 technology features, a new user interface
with persistent sessions and a new extended database of gene identifiers. In this release
GEPAS and Babelomics have integrated into a unique web application with many new
features and improvements: * Data input: import and quality control for the most common
microarray formats * Normalization and base calling: for the most common expression,
tiling and SNP microarrays (Affymetrix and Agilent). * Transcriptomics: diverse analysis
options that include well established as well as novel algorithms for normalization, gene
selection, class prediction, clustering and time-series analysis. * Genotyping: stratification
analysis, association, TDT. * Functional profiling: functional enrichment and gene set
enrichment analysis with functional terms (GO, KEGG, Biocarta, etc.), regulatory
(Transfac, Jaspar, miRNAs, etc.), text-mining, derived bioentities, protein-protein
interaction analysis. * Integrative analysis: Different variables can be related to each other
(e.g. gene expression to gnomic copy number) and the results subjected to functional
analysis. Platform: Online tool

Abbreviations: Babelomics



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002969/resolver
http://babelomics.bioinfo.cipf.es

Synonyms: Babelomics 4: Gene Expression and Functional Profiling Analysis Suite,
Babelomics 4

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

Defining Citation: PMID:20478823, PMID:18515841, PMID:16845052, PMID:14990455,
PMID:15980512, PMID:17478504

Keywords: platform, analysis, transcriptomics, proteomics, genomics, normalization,
clustering, gene, mirna, protein, interaction, text mining, genotyping, bioentity, functional
profiling, statistical analysis, functional annotation, regulatory motif, microarray, fatigo,
biclustering, networkminer, gepas, gene expression, FASEB list

Funding: Spanish Ministry of Science and Innovation BIO2008-04212;
Spanish Ministry of Science and Innovation CEN-2008-1002;

Red Temtica de Investigacion Cooperativa en Cancer RD06/0020/1019;
Instituto de Salud Carlos Ili

Availability: Free for academic use, Account required
Resource Name: Babelomics

Resource ID: SCR_002969

Alternate IDs: OMICS 00748, nif-0000-30144

Alternate URLSs: http://www.fatigo.org/, http://www.gepas.org/,
http://babelomics3.bioinfo.cipf.es

Old URLSs: http://www.babelomics.org
Record Creation Time: 20220129T080216+0000

Record Last Update: 20260728T043139+0000

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

No alerts have been found for Babelomics.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 136 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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