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Proper Citation

PAXdb (RRID:SCR_018910)

Resource Information

URL: https://pax-db.org/

Proper Citation: PAXdb (RRID:SCR_018910)

Description: Database of protein abundance averages across all three domains of life.
Protein abundance database, which contains whole genome protein abundance
information across organisms and tissues. Publicly available experimental data are
imported and mapped onto common name space and, in case of tandem mass
spectrometry data, re-processed using in-house standardized spectral counting pipeline.
All datasets in are scored and ranked by importing protein network information. Orthology
relations at various hierarchy levels are pre-computed for each protein.

Synonyms: PaxDb version 4.0
Resource Type: database, data or information resource

Defining Citation: DOI:10.1002/pmic.201400441, PMID:22535208

Keywords: Protein abundance database, whole genome protein data, organisms protein
data, tissues protein data, experimental data protein orthology relation

Funding: Swiss National Science Foundation ;
University of Zurich

Availability: Free, Freely available

Resource Name: PAXdb

Resource ID: SCR_018910

License URLSs: https://pax-db.org/license

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260808T190441+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_018910/resolver
https://pax-db.org/
https://dx.doi.org/10.1002/pmic.201400441
https://pubmed.ncbi.nlm.nih.gov/22535208

Ratings and Alerts
No rating or validation information has been found for PAXdb.

No alerts have been found for PAXdb.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 69 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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