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TISSUES

RRID:SCR_015665
Type: Tool

Proper Citation

TISSUES (RRID:SCR_015665)

Resource Information

URL: http://tissues.jensenlab.org

Proper Citation: TISSUES (RRID:SCR_015665)

Description: Database that integrates evidence on tissue expression from manually
curated literature, proteomics and transcriptomics screens, and automatic text mining. It
maps all evidence to common protein identifiers and Brenda Tissue Ontology terms, and
further unifies it by assigning confidence scores that facilitate comparison of the different
types and sources of evidence.

Synonyms: TISSUES: Tissue Expression Database, Tissue Expression Database

Resource Type: database, web application, data or information resource, software
resource

Defining Citation: PMID:26157623

Keywords: tissue expression, proteomic, transcriptomic, text-mining, brenda tissue
ontology, protein identifier, bio.tools

Funding: Novo Nordisk Foundation NNF14CC0001,
NCI U54 CA189205-01;
CSIRO???s OCE Science Leader program

Availability: Freely available, Free, Available for download
Resource Name: TISSUES

Resource ID: SCR_015665

Alternate IDs: biotools:tissues

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



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_015665/resolver
http://tissues.jensenlab.org
https://pubmed.ncbi.nlm.nih.gov/26157623

Record Creation Time: 20220129T080326+0000

Record Last Update: 20260728T043502+0000

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

No alerts have been found for TISSUES.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 42 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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