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PeptideAtlas: Publications

Initial PeptideAtlas Publication:
Frank Desiere, Eric W. Deutsch, Alexey |. Nesvizhskii, Parag Mallick, Nichole King, Jimmy
K.

ng, ...

"Integration of Peptide Sequences Obtained by High-Throughput Mass Spectrometry with
the Human Genome", Genome Biology 2004, 6:R9

Human Plasma PeptideAtlas Publication:

Eric W. Deutsch, Jimmy K. Eng, Hui Zhang, Nichole L. King, Alexey |. Nesvizhskii, ...
"Human Plasma PeptideAtlas", Proteomics. 2005 Aug;5(13):3497-500

Yeast PeptideAtlas:

Nichole L. King, Eric W Deutsch, Jeff Ranish, Alexey |. Nesvizhskii, James S. Eddes, ...
"Analysis of the S. cerevisiae proteome with PeptideAtlas”, Genome Biology, submitted

Latest Update:

Frank Desiere, Eric W. Deutsch, Nichole L. King, Alexey |. Nesvizhskii, Parag Mallick,
Jimmy Eng, ...

"The PeptideAtlas Project”, Nucleic Acids Research, 2006, 34, D655-D658 6

PeptideAtlas: How to use it

Link to / paste in your (human, mouse, drosophila, yeast...) peptides
or proteins of interest and see if they have been seen already and in
what samples

Download the PeptideAtlas build results and mine the data

Contribute your data:
— Published data. We'll put it up in the repository for others to download

— Unpublished data. We'll include it in the PeptideAtlas with minimal
annotation

— Human or Mouse data of most interest right now
— Data from other organisms. We'll take it, esp. Ensembl organisms
— Preferably the raw files, we'll run it through the pipeline here

Start your own PeptideAtlas for your favorite organism

— We release all the tools to build your own PeptideAtlas for
whatever you want to do

Proteomics Data Repositories

PeptideAtlas (ISB)

— Raw data submissions only

— All data are reprocessed through search and TPP unless done elsewhere

— Raw and processed data posted for easy download

— Combined builds available for browsing and download

PRIDE (EBI)

— Peptide identifications only

— Supporting MS/MS spectra okay but not required

— No raw data. Pointers to Tranche
Tranche (Proteomecommons.org — U Michigan)

— Worldwide distributed file system

— Can hold any type of file (proteomics data related only accepted)

— Journal article data annotation and scrounging effort
OPD (U Texas)

— Original repository; holds only proof-of-concept data from local lab
CPAS (Fred Hutchison CRC)

— Mostly data from active consortia; Some public data available 65

SBEAMS-Proteomics: Tutorial




SBEAMS-Proteomics: Tips and Tricks

Right click on a link and open it in a new
window.

In list boxes hit the first letter of your item one
or more times to jump there.

In a multi-select list box, hold down CTRL to
select/deselect items

Resultsets are sometimes down below out of
sight when a page comes up. Check the
up/down scroll bar to see if what you're looking
for is just out of sight below.
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