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Proper Citation

PhosphoPOINT (RRID:SCR_002109)

Resource Information

URL: http://kinase.bioinformatics.tw/

Proper Citation: PhosphoPOINT (RRID:SCR_002109)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. A comprehensive human kinase interactome and phospho-protein
database. PhosphoPOINT also annotates any amino acids near the phosphorylation sites
where a cSNP may cause a phosphorylation site to be lost, and at the same time identifies
how such alteration of the phosphorylation site may lead to human disease.
PhosphoPOINT integrates 4,195 phospho-proteins, 518 serine/threonine/tyrosine kinases,
and their corresponding PPI datasets with the goal of delineating the interactions among
kinases, their potential substrates and their interacting (phospho)-proteins.
PhosphoPOINT has integrated human protein kinases, phospho-proteins, and PPI
datasets with the goal to delineate four kinds of links among kinases. These include their
interacting proteins, substrates, and substrates as well as interacting phospho-proteins.
Some of these interacting proteins for kinases are phospho-proteins, which might have the
potential to serve as substrates for the interacting kinases.

Synonyms: PhosphoPOINT

Resource Type: data or information resource, database

Defining Citation: PMID:18689816

Keywords: amino acid, human disease, human kinase, interactome, phospho-protein,
phosphorylation, protein

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: PhosphoPOINT

Resource ID: SCR_002109

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_002109/resolver
http://kinase.bioinformatics.tw/
https://pubmed.ncbi.nlm.nih.gov/18689816


Alternate IDs: nif-0000-20888

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260729T044020+0000

Ratings and Alerts

No rating or validation information has been found for PhosphoPOINT.

No alerts have been found for PhosphoPOINT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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