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High-level HPP MS Data Workflow 2019
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ProteomeXchange: A global consortium of proteomics repositories

Implements standard data submission
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http://www.proteomexchange.org/

PeptideAtlas 2019-01 Update
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MS data 2019: PeptideAtlas to neXtProt

PeptiDeAtfgls
N LR L
Human build 2019-01

11 PXD004034: Miiller et al. (2017): Glycoproteins of endotoxin tolerant monocytes

441
12 PXD000332: Deeb et al. (2014): N-linked glycosylation enrichment for B-cell lymphoma subtypes

14 PXD000394: Bassani-Sternberg et al. (2015): Leukocyte antigen class | peptidomes

22 PXD004894: Bassani-Sternberg et al. (2016): Neoepitopes in melanoma tissue

23 PXD005141: Kulak, Geyer & Mann (2017); Novel fractionator separation

24 PXD005336: Klaeger et al. (2017): Kinobeads to identify the druggable kinome
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PXD:006675: Doll et al. (2017): Cardiac cells separated by cell type

40 PXD:009840: Weldemariam et al. (2018): Subcellular hESC membrane

PXD009737: Sun et al. (2018): Multiprotease in testis

48  PXD010630: Zhang et al. (2018): Membrane proteins
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Release 2019-02

m PE1, MS-validated

PE1, validated with non-MS
criteria*

Missing (PE2+PE3+PE4),
insufficient MS info

® Missing (PE2+PE3+PE4), no
MS info

® Dubious/uncertain



neXtProt release 2019-01-11

A Based on UniProtKB release 2018 11

Al ncludes the Jan 20 PéptideAtlasnan bui | do
(1,772,990 natural peptides) and the latest SRMAtlas data

A Reference for the JPR 2019 HPP Sl

A PEFF export format adapted to the most recent specifications
from HUPO PSI




