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O

CRERLEEN 265 users from 28 countries
July 2020 391 users from 37 countries
Sep 2021 543 users from 37 countries




Statistics

1050 projects are registered. 643 are opened.

798 projects are registered. 479 are opened.

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

126 species. [ 172 species. ]

@ Homo sapiens
(Human)

@ Mus musculus:
(Mause)

@ Eschenchia cali

© Arabidopsis thaliana
(Mause-ear cress)

® Rattus rattus (Biack
Fat)

o Other
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jPOST Re-Analysis
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True hits

Accumulated false hits

Number of Identified proteins

T—IhIER B LBMBIER

LC/MS/MS runs



Universal index for annotated MSMS spectra

How can we merge the results
from different sources?

* based on peak annotation in MSMS
e search engine independent
MS instrument independent
e search DB independent
* can be used as universal threshold

for peptide identification
11



UniScorelC & 2 Bfi#4r (Human Proteome Project) J ST

MaxQuant UniScore
7,886 9,143

6,460

Proteins

Dataset:JPST000203 - 206
Colorectal cancer samples (used in Wilhelm et al Nature 2014)
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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

jPOSTrepo jPOSTdb

Chramosarma b fo

iPOSTdb

Profein Exsience
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UniProt & EH#E

Cross-references between UniProt and jPOST

UniProt
[ ]

BLAST Align Retrieve/ID mapping Peptide search PrOtEirl: p40925
UniProtkB - P40925 (MDHC_HUMAN) T —

= - SERHE_HUN
Display X BLAST =Align Blformat  #@rAdd tobasket @ History 8 Other tutorials and Frosin 10 MEHE_HUMAN
st M
Protein | Malate dehyd cytoplasmi
Publications G MDH1 Accessinn FeOezs
ene
Featire viewer Organism | Hemo sapiens (Human) Length ez
Feature table n
Status h Reviewed - Annotation score: ®@@@@ - Experimental evidence at protein level® Ssquence
None
N T Ty Locatian
P'Splay . Modified residue* 332 Phosphoserine @ gy similarity +
Modified residue* 333 Phosphoserine ¢ combined sources ~
Statistica
Publigations Post-translational modification*
Feature viewer ISGylated. € 1 Publication R Eenell- 4150
Eaatre tabE Acetylation at Lys-118 dramatically enhances enzymatic activity and promotes adipogenic differentiation. € 2 Publications « W s
Quantifiesvion |-m=scch in IMFAZ
Keywords - PTM*
= Acetylation, Methylation, Phosphoprotein, Ubl conjugation
= 7
Protein Browser

T "
EPD'  P40925 :
PeptideAtlas: P40925
TopDownProteomics:  P40925-1 [P40925-1]
I

-
55385 [P40925-2] me—
—

—soswew- ¥

Peptide Sharing

Sa0eE
W
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https://jpostdb.org

] (5] hittps:/jpostdb.org

Q

_ J P : ST About Repository Database Workflow Gadgets COVID-19 Help FAQ Confact X

Repository/ Database

Repository s Bl Database [ITH

: Japan Proteome Standard jPOSTrepois a raw and processed data E jPOSTdb is a database containing re-analysis
Repository/Database : . : : .
repository of mass-hased proteomics. results with unified eriteria for proteome data
from jPOSTrepo.

Recent posis

Workflow IZTH Gadgets W

JPOST member’s co-authored This provides the re-analysis workflow used in jPOST gadget is a collection of tools we have

paper about USI has been jPOST.
published.

@ 2021-06-30 & jpost
The Universal Speetrum ldentifier (USI) 15 an

sssential mechanism for the wide use-of COVID- 1 9 m HEIP

proteomics data provided by the ProteomeXchange

developed as well as other commonly used

tools for mass spectrometry-based proteomics.

(PX) repositories. It has baen discussed for & long This is a special page on coronavirus (SARS- A guide to using the jPOST resources.
fime In the HUFD Proteomics Standards Initiative, o CoV-2) and the COVID-19 disease data, where

which |POST member Prof. Kawano has contributed . .

greatly, The US| facilifates acosss 1o the huge mass-based proteomics datain

amaunt of spectral data registered in the PX ProteomeXchange resources are analyzed by

repnsitories, and is expected o riake proteomies
data is more findable, accessible, interoperable, and
reusable. We expect that the WS/ leads fo the.use of

the jJPOST re-analysis workflow.



Molecular Cell

Growth Factor Receptor Signaling Inhibition
Prevents SARS-CoV-2 Replication

EEE g . Graphical Abstract Authors

jPOST will publish.the re-analyz ———— (aviis Ko, Duvlins Bojkovs,

©2020-07-8 & jpost s o Georg Tascher, Sandra Ciesek,
. e - Christian Minch, Jindrich Cinatl

e N R s S Correspondence

T A pinhams

ch.muench@em.uni-frankfurt.de (C.M.),

jPOST will publish the re-analyzed proteome data related to COVID-19 as cinati@em.uni-frankfurt.de (J.C.)

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.

Current progress: 100% eoeeee——— | [ st modified date: 2

COVID-19 datasets

Analysis target

PXD018113 The Global Phosphorylation Landscape of SARS-CoV-2 Infectio
PXD019645  Data, reagents, assays and merits of proteomics for SARS-CoV:
PXO019423  MS analysis of SARS-CoV2 proteins from patient samples

PXD01E804  Extensive proteomic dataset of Vero E6 cells infected by Italy:I

PXDO18594  Shotgun proteomics of Vera E6 cells infected by Italy-INMIT SA

PYD018357  Inhibition of growth factor signaling prevents SARS-CoV-2 repli

PXDO1ETT7 A SARS-CoV-2-Human Protein-Protein Interaction Map Reveals Highllghfs

PXDO18581 Proteamics of SARS-CoV and SARS-CoV-2 infected cells o Phosphoprutenmice of SARS-CoV-2-infected calls reveal the
signaling landscape

PXD018241 Characterisation of the transcriptome and proteome of SARS-C|

PARETEET frame deletion in the spike glycoprotein that removes the furin- s SARS-CoV-2 proteins are extensively phosphorylated in

PXDOT7710  Proteome and Translatome of SARS-CoV-2 infected cells host calls

= Infection leads to the activation of growth factor receptor
signaling

e Drugs inhibiting growth factor receptor signaling prevent viral
replication




Re-analysis of COVID-19 paper

Klann et al., Molecular Cell 80, 164 (2020)
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Phosphorylated sites on SARS-CoV-2 proteins
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|
g1268
S272

T™MM \ TMM TMm  Cytoplasmic

1 domain 275
Non-cytoplasmic Cytoplasmic
domain domain
359.2128 g
472.2968 M 7 | 827.4022
- vs S173 8
T172 828121 3 573.3445 & | 714.3182
PODTC5 (M) (ORF 5) 7 / 672.4129 5 | 613.2705
(?) (FP? EITVATSR 4 | 514.2021
\ \ || T 3 | 443.1650
TMM TMM TmMM Cytoplasmic 1011.4960 342.1173
1 domain 222 —
Non-cytoplasmic Cytoplasmic :

domain domain [Click] to move table
Add to N-term:; 229.1629

Variable Modifications:
5: 79.9663 [7]
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