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Kinase Enrichment Analysis 3

RRID:SCR_023623
Type: Tool

Proper Citation

Kinase Enrichment Analysis 3 (RRID:SCR_023623)

Resource Information

URL: https://maayanlab.cloud/kea3

Proper Citation: Kinase Enrichment Analysis 3 (RRID:SCR_023623)

Description: Web server application that infers overrepresentation of upstream kinases
whose putative substrates are in user inputted list of proteins. Used to analyze data from
phosphoproteomics and proteomics studies to predict upstream kinases responsible for

observed differential phosphorylations.

Abbreviations: KEA3
Resource Type: web service, data access protocol, software resource

Defining Citation: PMID:34019655

Keywords: overrepresentation of upstream kinases, upstream kinases, upstream kinases
substrates, user inputted list of proteins,

Funding: NHLBI U54 HL127624;

NCI U24 CA224260;

NIGMS T32 GM062754;

NIH Office of the Director OT3 OD025467

Availability: Free, Freely available

Resource Name: Kinase Enrichment Analysis 3
Resource ID: SCR_023623

Record Creation Time: 20230527T050216+0000

Record Last Update: 20260728T043700+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_023623/resolver
https://maayanlab.cloud/kea3
https://pubmed.ncbi.nlm.nih.gov/34019655

No rating or validation information has been found for Kinase Enrichment Analysis 3.

No alerts have been found for Kinase Enrichment Analysis 3.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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