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Proper Citation

TissueNet - The Database of Human Tissue Protein-Protein Interactions
(RRID:SCR_002052)

Resource Information

URL: http://netbio.bgu.ac.il/tissuenet/

Proper Citation: TissueNet - The Database of Human Tissue Protein-Protein Interactions
(RRID:SCR_002052)

Description: Database of human tissue protein-protein interactions (PPIs) that associates
each interaction with human tissues that express both pair mates. This was achieved by
integrating current data of experimentally detected PPIs with extensive data of gene and
protein expression across 16 main human tissues. Users can query TissueNet using a
protein and retrieve its PPI partners per tissue, or using a PPI and retrieve the tissues
expressing both pair mates. The graphical representation of the output highlights tissue-
specific and tissue-wide PPIs. Thus, TissueNet provides a unique platform for assessing
the roles of human proteins and their interactions across tissues.

Abbreviations: TissueNet
Resource Type: database, data or information resource

Defining Citation: PMID:23193266

Keywords: protein-protein interaction, protein, tissue, adipose, adrenal, brain, breast,
colon, heart, kidney, liver, lung, lymph node, ovary, prostate, skeletal muscle, testis,
thyroid, white blood cell, protein expression, dna-microarray

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: TissueNet - The Database of Human Tissue Protein-Protein
Interactions

Resource ID: SCR_002052
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Alternate IDs: OMICS 01913
Record Creation Time: 20220129T080211+0000

Record Last Update: 20260725T191121+0000

Ratings and Alerts

No rating or validation information has been found for TissueNet - The Database of
Human Tissue Protein-Protein Interactions.

No alerts have been found for TissueNet - The Database of Human Tissue Protein-Protein
Interactions.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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