Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

CleanEx

RRID:SCR_012911
Type: Tool

Proper Citation

CleanEx (RRID:SCR_012911)

Resource Information

URL: http://www.cleanex.isb-sib.ch/

Proper Citation: CleanEx (RRID:SCR_012911)

Description: CleanEx is a database which provides access to public gene expression
data via unique approved gene symbols and which represents heterogeneous expression
data produced by different technologies in a way that facilitates joint analysis and cross-
dataset comparisons. To achieve this goal, each single gene expression experiment is
regularly mapped on a permanent target identifier consisting of a physical description of
the targeted RNA. There is one entry per gene. To have a complete view of the transcript
and its product, we also link each entry to the corresponding protein. We further provide
the genomic position of the transcription start site from EPD, when available. Otherwise
we give the annotated start site position in Ensembl.

Synonyms: CleanEx

Resource Type: database, data or information resource

Keywords: gene expression, data comparison, heterogeneous expression, bio.tools
Resource Name: CleanEx

Resource ID: SCR_012911

Alternate IDs: nif-0000-02667, biotools:cleanex

Alternate URLSs: https://bio.tools/cleanex

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260725T7191204+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_012911/resolver
http://www.cleanex.isb-sib.ch/

No rating or validation information has been found for CleanEx.

No alerts have been found for CleanEx.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 28 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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