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Proteomics Repositories

 ProteomeXchange (PX) consortium hitp://www.proteomexchange.org
standardized data submission and dissemination of public MS proteomics
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Vizcaino et al 2020, doi 10.1016/j.jprot.2010.06.008 , Deutsch et al 2023, doi 10.1093/nar/gkac1040 , Shome et al 2024, doi 10.1016/j.mcpro.2024.100731
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Instiv e génétiaue of
bidogle molécuale ef celiore:

Proteomics Metadata Incompleteness

Species

Tissue/cell line

Protease

Labelling

Instrument type

Fragmentation type

Missed cleavages

Precursor ion mass tolerance

Fragment ion mass tolerance

Variable modifications

Combined modifications

Fixed modifications

Claeys et al, 2023, doi: 10.1038/s41467-023-42543-5
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Samples To Data Relation File (sdrf)

sample properties
1

| 1
source | characteristics |characteristics | characteristics
name [organism] [disease] [cell type]

Saccharomyces . .
sample 1 1aromy not available not available

cerevisiae

Saccharomyces . :
sample 2 1aromy not available not available

cerevisiae

data file properties

I 1
assay comment comment [fragment|comment [cleavage| comment Material
name NELLEN mass tolerance] agent details] [data file] Type

run 1 AC=MS:1002038;NT m NT=trypsin/P;AC=MS:10 UPS1_12500am lvsate
=label free sample P 01313 ol_Rl.raw y
AC=MS:1002038;NT 5 ppm NT=trypsin/P;AC=MS:10 UPS1_12500am lysate

run 2 =label free sample 01313 ol_R2.raw

https://www.ebi.ac.uk/pride/archive/projects/PXD001819 ©W Raffelsberger, 2025
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igomc
Rather (Re-) Produce New Data ?

Instrument life cycle < Data life cycle

 MS Instrument Generations : 2 - 3 years

 New generation of Al-based analysis-software
- Impact on specific aspects of data-analysis

« Low complexity samples (purified proteins, IP, etc)

- little effect
 High complexity samples (crude cell extract)

>5years ..new analysis will give more insights
>10 years .. new analysis will give MANY more insights
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