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Proper Citation

Phospho.ELM (RRID:SCR_001109)

Resource Information

URL.: http://phospho.elm.eu.org/

Proper Citation: Phospho.ELM (RRID:SCR_001109)

Description: Database of experimentally verified phosphorylation sites in eukaryotic
proteins. Entries are manually curated with links to literature references, information about
structure, interaction partners and sub-cellular compartment tissues, and sequences from the
UniProt database.

Resource Type: database, data or information resource

Defining Citation: PMID:17962309

Keywords: eukaryotic protein, phosphorylation site, database, curation, bio.tools, FASEB list
Funding:

Availability: Publicly available

Resource Name: Phospho.ELM

Resource ID: SCR_001109

Alternate IDs: nif-0000-03278, biotools:phosphoelm

Alternate URLS: https://bio.tools/phosphoelm

License: Academic Software License

License URLSs: http://phospho.elm.eu.org/disclaimer.html



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_001109/resolver
http://phospho.elm.eu.org/
https://pubmed.ncbi.nlm.nih.gov/17962309

Record Creation Time: 20220129T080205+0000

Record Last Update: 20250517T055455+0000

Ratings and Alerts

No rating or validation information has been found for Phospho.ELM.

No alerts have been found for Phospho.ELM.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 40 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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