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I[N\IEEER © 265 users from 28 countries
July 2020 391 users from 37 countries
Sep 2021 520 users from 37 countries

Sep 2022 682 users from 43 countries
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Statistics

1050 projects are registered. 643 are opened. 1587 projects are registered. 934 are opened.

798 projects are registered. 479 are opened.

65623 files amount to 26.3 TB. 80195 files amount to 35.6 TB. 108783 files amount to 55.1 TB.

126 species. 172 species. [ 225 species. ]

667 MB/file (2020-22)

400 MB/file

® Homo sapiens
(Human)

@ Mus musculus
(Mouse)

@ Arabidopsis thaliana
(Mouse-ear cress)

@ Es=cherichia coli
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jPOST will publish the re-analyzed proteome data related to COVID-19 as

Current progress: 100% co-————— | ast modified date: 2

COVID-19 datasets

Analysis target
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PXD018241
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The Global Phosphorylation Landscape of SARS-CoV-2 Infectio|
Data, reagents, assays and merits of proteomics for SARS-CoV-
MS analysis of SARS-CoV2 proteins from patient samples
Extensive proteomic dataset of Vero E6 cells infected by ltaly-I
Shotgun proteomics of Vero E6 cells infected by Italy-INMIT SA|
Inhibition of growth factor signaling prevents SARS-CoV-2 repli
A SARS-CoV-2-Human Protein-Protein Interaction Map Reveals
Proteomics of SARS-CoV and SARS-CoV-2 infected cells

Characterisation of the transcriptome and proteome of SARS-C
frame deletion in the spike glycoprotein that removes the furin-

Proteome and Translatome of SARS-CoV-2 infected cells

Molecular Cell

Growth Factor Receptor Signaling Inhibition
Prevents SARS-CoV-2 Replication
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Highlights
» Phosphoproteomics of SARS-CoV-2-infected cells reveal the
signaling landscape
# SARS-CoV-2 proteins are extensively phosphorylated in
host cells
# Infection leads to the activation of growth factor receptor
signaling
« Drugs inhibiting growth factor receptor signaling prevent viral

replication
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In Brief

In this study, Klann et al. dissected the
host cell signaling landscape upon
infection with SARS-CoV-2. Mapping
differential signaling networks identified a
number of pathways activated during
infection. Drug-target network analysis
revealed potential therapeutic targets.
Growth factor receptor signaling was
highly activated upon infection and its
inhibition prevented SARS-CoV-2
replication in cells.




Re-analysis of COVID-19 paper

Klann et al., Molecular Cell 80, 164 (2020)
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Joumal of Protsome Data end Methods

Proteomics is a rapidly growing research area that produces large amounts of
data, which has led to complex challenges around data management. Proteomics
data and datasets need to become more interoperable, discoverable and trusted,
and therefore better used, re-used and more valuable. To address these challenges
and facilitate better proteome data management, the field needs to develop formal
structures and procedures. To this end, the Japanese Proteomics Society (JPros)
s proposing to launch a new journal - the Journal of Proteome Data and

Methods.
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Data for proteomic analysis of DNA-binding proteins
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Keywords

Cell line, DNA-binding, Transcription factor

Dataset summary

Specific subject area DNA-binding proteins and mass spectrometry

Data acquisition Data-dependent acquisition acquired on Q-Exactive (Thermo)

Dataset repository jPOST
Dataset identifiers JPST100999
Abstract

Interactions between DNA and DNA-binding proteins are required for most cellular processes. Thus, itis clearly important to identify and
quantify these i tions for ling basic cellular isms. We used an oli ide probe to enrich specific DNA-binding
proteins. As a result, we identified 512 proteins, including 120 novel DNA-binding protein candidates. The data accompanying this paper
have been deposited to JPOST with identifier JPST100999.

1. Materials and Methods

In the present work, we provide the DNA-binding protein catalog obtained by
oligonucleotide probe followed by LC/MS/MS analysis [1].

using the affinity on with the

1.1. Samples

HeLa-S3 cells were grown in DMEM with 10% fetal bovine serum plus antibiotics in 10% COz at 37 °C. For SILAC labeling, HeLa-S3 cells
were cultured in DMEM supplemented with 10% dialyzed fetal bovine serum and either 28.0 mg/L normal isotopic abundance arginine and
48.7 mg/L normal isotopic abundance lysine (Light) or 28.0 mg/L arginine with six 13C and four 'sN atoms and 48.7 mg/L lysine with six C
and two '5N atoms (Heavy) [2). Labeling efficiency was confirmed atter five passages.

.2. Sample pretreatment for MS analysis

Cell lysate was diluted with reaction buffer (20 mM HEPES pH 7.5, 150 mM NaCl, 0.1% Triton X100) to a final protein concentration of 4
mg/mL. MnCl, was added to 250 pL of lysates at a final concentration of 20 mM. Affinity purification of DNA-binding proteins was carried
out at different concentrations of the oligonucleotide probe (1 nM — 10 M) with SILAC-labeled “Light” lysate at room temperature with
gentle shaking for 10 min. The control samples were prepared in the same way using the control probe with SILAC-labeled “Heavy” lysate.
After the incubation, these samples were mixed, denatured by 5 M urea, reduced with DTT (5 mM final concentration), and alkylated with

ide (20 mM on). After the alkylation step, the solution was substituted by digestion buffer by gelfitration followed
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The jPOST Environment

The jPOST environment: an integrated proteomics data repository and database
Moriya et al., Nucleic Acids Res, 2019 Jan 8;47(D1):D1218-D1224
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