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Proper Citation

PeptideAtlas (RRID:SCR_006783)

Resource Information

URL: http://www.peptideatlas.org

Proper Citation: PeptideAtlas (RRID:SCR_006783)

Description: Multi-organism, publicly accessible compendium of peptides identified in a
large set of tandem mass spectrometry proteomics experiments. Mass spectrometer
output files are collected for human, mouse, yeast, and several other organisms, and
searched using the latest search engines and protein sequences. All results of sequence
and spectral library searching are subsequently processed through the Trans Proteomic
Pipeline to derive a probability of correct identification for all results in a uniform manner to
insure a high quality database, along with false discovery rates at the whole atlas level.
The raw data, search results, and full builds can be downloaded for other uses. All results
of sequence searching are processed through PeptideProphet to derive a probability of
correct identification for all results in a uniform manner ensuring a high quality database.
All peptides are mapped to Ensembl and can be viewed as custom tracks on the Ensembl
genome browser. The long term goal of the project is full annotation of eukaryotic
genomes through a thorough validation of expressed proteins. The PeptideAtlas provides
a method and a framework to accommodate proteome information coming from high-
throughput proteomics technologies. The online database administers experimental data
in the public domain. You are encouraged to contribute to the database.

Abbreviations: PeptideAtlas

Synonyms: Peptide Atlas, PeptideAtlas

Resource Type: database, data or information resource, service resource, storage
service resource, data repository

Defining Citation: PMID:20013378, PMID:23215161, PMID:16381952, PMID:15642101

Keywords: proteomics, peptide, mass spectrometry, annotation, eukaryotic, genome,
peptide sequence, high-throughput mass spectrometry, ensembl, peptideprophet, protein
sequence, blood plasma, protein, eukaryotic cell, dna, bio.tools, FASEB list
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Availability: Public, The community can contribute to this resource, Acknowledgement
requested

Resource Name: PeptideAtlas

Resource ID: SCR_006783

Alternate IDs: nif-0000-03266, r3d100010889, biotools:peptideatlas

Alternate URLs: https://bio.tools/peptideatlas, https://doi.org/10.17616/R3BK61

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260810T040436+0000

Ratings and Alerts

No rating or validation information has been found for PeptideAtlas.

No alerts have been found for PeptideAtlas.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 511 mentions in open access literature.

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