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Upload of proteomics data to repositories


The availability of raw data is essential for ensuring transparency in scientific research. It also enables data reanalysis for quality control, data mining, and comparative studies. Most journals now require authors to deposit their datasets in public repositories as a condition for manuscript submission. 
For mass‑spectrometry–based proteomics, we recommend the ProteomeXchange repository, operated by the EBI and linked to the PRIDE (PRoteomics IDEntifications) database.  
Submissions to ProteomeXchange/PRIDE must include:
· Complete raw mass‑spectrometry data.
· A detailed description of sample‑preparation methods and data‑processing workflows.
· Protein identification and quantification outputs (e.g., from MASCOT, MaxQuant, Spectronaut), including all parameters used for these analyses.
· Comprehensive sample and experiment metadata, covering the experimental design and the relationships between raw data files and result files.

Good news — we will take care of the submission for you. 

However, we still need your help and will require the following actions: 
· Please contact us well in advance (at least 2 weeks before manuscript submission).
· Indicate as precisely and completely as possible which experiment, dataset, samples, results are mentioned in your manuscript – and which ones are not – so that we can prepare and upload the data. 
· If a search for PTMs (phosphorylation, ubiquitination, …)  was performed, specify which PTMs are presented in your manuscript, and which ones are not included. 
· Please fill in as many items as possible in the checklist below. We will take care of the remaining points.   


1. What we need from you

1.1. Group leader
Name:
E-mail: 
Institutional address:


1.2. About the project
Title (50 – 5’000 characters) 	
Cliquez ou appuyez ici pour entrer du texte.
4 – 5 keywords – please provide the terms separated by comma such as “HT55, colorectal, …”
Cliquez ou appuyez ici pour entrer du texte.
Description (50-5000 characters) - Please provide an overall description of your study, similar to the manuscript abstract (a short version can be sufficient).
Cliquez ou appuyez ici pour entrer du texte.


1.3. About the samples
Species - when multiple species are present, specify all of them.  
Cliquez ou appuyez ici pour entrer du texte.
Tissue 
 Cliquez ou appuyez ici pour entrer du texte.
Cell type 
 Cliquez ou appuyez ici pour entrer du texte.




2. What happens once the upload is complete? 

PRIDE administrators provide a username and password that should be included either in the text of the manuscript or in the cover letter. Reviewers can use these credentials to access and verify the raw data if needed.

The data remains private until the article is published. 

Once the article is published, the owner of the dataset must request the data be released to public domain. This requires the DOI of the published article so that the dataset can be automatically linked to the publication.  

By default, the person who uploads the data (PAF) is considered as the dataset owner. In principle, we will transfer the ownership to the PI of the project, so that they can manage the subsequent steps. Before this transfer, the PI must create a PRIDE account (https://www.ebi.ac.uk/pride/ ).


3. How to acknowledge the PAF 
Please include an acknowledgement of our work and support in the acknowledgement section. For example: 
“Mass spectrometry-based proteomics work was performed by the Protein Analysis Facility of the Faculty of Biology and Medicine, University of Lausanne, Lausanne, Switzerland.”
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