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Plant Protein Phosphorylation Database

RRID:SCR_007841
Type: Tool

Proper Citation

Plant Protein Phosphorylation Database (RRID:SCR_007841)

Resource Information

URL: http://www.p3db.org

Proper Citation: Plant Protein Phosphorylation Database (RRID:SCR_007841)

Description: It was established with an overall objective to provide a resource of protein
phosphorylation data from multiple plants. P3DB was constructed with a dataset from oilseed
rape. The data was obtained using a combination of data-dependent neutral loss and
multistage activation mass spectrometry. The dataset includes 14,670 non-redundant
phosphorylation sites from 8,894 phospho-peptides in 6,382 substrate proteins.

Abbreviations: P3DB

Synonyms: Plant Protein Phosphorylation Database
Resource Type: database, data or information resource
Keywords: FASEB list

Funding:

Resource Name: Plant Protein Phosphorylation Database
Resource ID: SCR_007841

Alternate IDs: nif-0000-03235

Record Creation Time: 20220129T080244+0000

Record Last Update: 20250412T055216+0000
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Ratings and Alerts

No rating or validation information has been found for Plant Protein Phosphorylation
Database.

No alerts have been found for Plant Protein Phosphorylation Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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