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About
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Repository / Database

Repository

Database = Workflow

Repository IITH

COVID-19

Q

Help FAQ Contact

Database [ITH

Japan Proteome Standard jPOSTrepo is a raw and processed data jPOSTdb is a database containing re-analysis
Repository/Database . : ’ ; A
repository of mass-based proteomics. results with unified criteria for proteome data
from jPOSTrepo.
Recent posts
Workflow IIr'H Gadgets I8

jPOST member’s co-authored
paper about USI has been

published.

@ 2021-06-30 & jpost

The Universal Spectrum Identifier (US) is an
essential mechanism for the wide use of
proteomics data provided by the ProteomeXchange
(PX) repositories. It has been discussed for a long
time in the HUPO Proteomics Standards Initiative, to
which jPOST member Prof. Kawano has contributed
greatly. The USI facilitates access to the huge
amount of spectral data registered in the PX
repositories, and is expected to make proteomics
data is more findable, accessible, interoperable, and
reusable. We expect that the USI leads to the use of

This provides the re-analysis workflow used in
jPOST.

COVID-19

This is a special page on coronavirus (SARS-
CoV-2) and the COVID-19 disease data, where
mass-based proteomics data in
ProteomeXchange resources are analyzed by
the jPOST re-analysis workflow.

jPOST gadget is a collection of tools we have

developed as well as other commonly used

tools for mass spectrometry-based proteomics.

Help

A guide to using the jPOST resources.
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ProteomeXchange Consortium

Mission: The ProteomeXchange Consortium was established to provide globally coordinated
standard data submission and dissemination pipelines involving the main proteomics
repositories, and to encourage open data policies in the field. Please review our Data
Submission Guidelines, Guidelines for Reprocessed datasets and PX Membership Agreement.
See also the original Nature Biotechnology publication and the 2017 and 2020 update papers.
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Proteome Analysis Workflow
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Proteome Analysis Workflow
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Proteome Analysis Workflow
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Proteome Analysis Workflow
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Changes in the number and analysis time of human cell proteins identified by mass spectrometry

Year Total Identified |Identified | Total S2Z ik
(instru- spectra peptides proteins analysis
ment) time
2007 80,088 12,769 902 ~1 week  Kobayashi et
(QSTAR 100ug 4
Pulser i) MCP 2009
2011 286,025 68,790 3,582 ~ 3 days Kobayashi
(QSTAR Elite) 50 ug et al.
MCP 2013

2018 100,000 50,000 3,000 1~19hrs  In-house
(OrbiTrap ~ ~ ~ 200 ng Data

TTee0o] 1,000,000 120,000 9,600 ~5ug 2018

HESMEREOSREL -SREL-REIEHEA. BRETRESNSGFI /N
DG DD FREEAIZEE IO Mass spectrometers are becoming more sensitive,
more accurate and faster, protein numbegs identified has increased dramatically.

BWRGT—EHNRREEHHEINS-OVIRBMULEDRAE—FEMN DX ELES,

Generated enormous amounts of data need to be processed by high speed bioinformatics
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Proteome Analysis Workflow
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Proteome Analysis Workflow
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Reference Protein Database

Sequence collection

=gy aLo>3>
t I\O)ia/_\ amino acid sequence collection
77 UniProt, Swiss-Prot
Release (RefSeq), (IPI)
2018_2 Swiss-Prot 7= BERCH|DES
(20223R7E) (all) BRI FASTAF. R,

42,426

UniProt

UniProt Swiss-Prot Reference
(max) (isoform)
196,371 Proteome
(canonical
4 - i
Swiss-Prot additional)

(canonical)

| SP 42,393
UniProt N
174355 TR 52,704

(203,711) 153,945 B

95,117

(183,336)
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Changes in the number and analysis time of human cell proteins identified by mass spectrometry

BE 3R

Year
(instru-
ment)

Total
spectra

Total
analysis
time

Identified
proteins

Identified
peptides

2007 80,088 12,769 902 ~1week Kobayashiet
(QSTAR 100ug 4
Pulser i) MCP 2009
2011 286,025 68,790 3,582 ~3days  Kobayashi
(QSTAR Elite) 50 ug et al.
MCP 2013
2018 100,000 50,000 3,500 1~19hrs  In-house
(OrbiTrap ~ ~ ~ 200 ng Data
TTFggg,%'; 1,000,000 120,000 9,600 ~5ug 2018
EPMEEOEREL-BREL-RERIEHEH, BFERITRESNLH2/\

DEDOBHRER)ZIF 0!
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MS based proteome analyses
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Scientific Data
BEY LT —2yhMEEBERICEY AR EF5FL TS
el BEFEINGEI(ICIE, #IRZ D22 ShodT—42 1y
FD—REAFZE DT 1T TS

PLoS
PLOS journals require authors to make all data underlying the findings

described in their manuscript fully available without restriction, with rare
exception.

Molecular & Cellular Proteomics

We require that all raw mass spectrometric output files in the original
instrument vendor file format be deposited in a publicly accessible
repository at the time of submission.

Journal of Proteome Research

As of January 1, 2018, the Journal of Proteome Research will require
SUBMISSION OF RAW DATA to a public repository such as a

ProteomeXchange (PRIDE or MASSIVE), or CHORUS, or an equivalent
repository when the paper is submitted.

Etc. IRTE. [(FEAE DJournal R (ZBFELTLNS,



Data Integration & Sharing in Life Science
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Recent posts

jPOST member’s co-authored
paper about USI has been

published.

© 2021-06-30 & jpost

The Universal Spectrum Identifier (USI) is an
essential mechanism for the wide use of
proteomics data provided by the ProteomeXchange
(PX) repositories. It has been discussed for a long
time in the HUPO Proteomics Standards Initiative, to
which jPOST member Prof. Kawano has contributed
greatly. The USI facilitates access to the huge
amount of spectral data registered in the PX
repositories, and is expected to make proteomics
data is more findable, accessible, interoperable, and
reusable. We expect that the USI leads to the use of

https://jpostdb.org

About

Repository Database = Workflow

Repository ITH
JPOSTrepo is a raw and processed data
repository of mass-based proteomics.

Workflow IIr®
This provides the re-analysis workflow used in
jPOST.

COVID-19

This is a special page on coronavirus (SARS-
CoV-2) and the COVID-19 disease data, where
mass-based proteomics data in
ProteomeXchange resources are analyzed by
the jPOST re-analysis workflow.

Q

COVID-19 Help FAQ Contact

Database T

jPOSTdb is a database containing re-analysis
results with unified criteria for proteome data
from jPOSTrepo.

Gadgets II'H

jPOST gadget is a collection of tools we have
developed as well as other commonly used

tools for mass spectrometry-based proteomics.

Help

A guide to using the jPOST resources.

N
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JPOST REPOSITORY Amemberof "SZNange Repository Submit Help #) Signin & Sign up

& About jPOSTrepo

JPOSTrepo (Japan ProteOme STandard Repository) is a new data repository of sharing MS raw/processed
data. It consists of a newly-developed, high-speed file upload process, flexible file management system
and easy-to-use interfaces. Users can release their "raw/processed” data via this site with a unique
identifier number for the paper publication. Users also can suspend (or "embargo”) their data until their
paper is published. The file transfer from users’ computer to our repository server is very fast (roughly ten

times faster than usual file transfer) and uses only web browsers — it does not require installing any
additional software.

JPOST is a certificated member of ProteomeXchange Consortium and jPOSTrepo provides official
ProteomeXchange Identifiers to projects stored in our repository.

Reference

Please cite the following article when using JPOSTrepo:
Okuda, S. et al. JPOSTrepo: an international standard data repository for proteomes. Nucl. Acids Res. 45
(D1): D1107-D1111 (2017). doi: 10.1093/nar/gkw1080 [pubmed]

& Statistics

@ Homo sapiens
{Human)

@ Mus musculus
{Mouse)

@ Arabidopsis thaliana
(Mouse-ear cress)

@ Escherichia coli

@ Rattus rattus (Black
rat)

@ Other

1170 projects are registered. 749 are opened.

1,000

87193 files amount to 40.0 TB.

500

187 species.

0
2021.09 2021.10 2021.11 2021.12 2022.01
—— Project = Opened project



JPOST repository

https://repository.jpostdb.org
< About jPOSTrepo

jPOSTrepo (Japan ProteOme STandard Repository) is a new data repository of sharing MS raw/processed
data. It consists of a newly-developed, high-speed file upload process, flexible file management system
and easy-to-use interfaces. Users can release their "raw/processed” data via this site with a unique
identifier number for the paper publication. Users also can suspend (or "embargo”) their data until their
paper is published. The file transfer from users’ computer to our repository server is very fast (roughly ten
times faster than usual file transfer) and uses only web browsers — it does not require installing any
additional software.

JPOST is a certificated member of ProteomeXchange Consortium and jPOSTrepo provides official
ProteomeXchange Identifiers to projects stored in our repository.

Reference

Please cite the following article when using jPOSTrepo:
Okuda, S. et al. JPOSTrepo: an international standard data repository for proteomes. Nucl. Acids Res. 45
(D1): D1107-D1111 (2017). doi: 10.1093/nar/gkw 1080 [pubmed]
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O

s July 2019 265 users from 28 countries
July 2020 391 users from 37 countries
Sep 2021 543 users from 37 countries




Statistics

1170 projects are registered. 749 are opened.

798 projects are registered. 479 are opened.

65623 files amount to 26.3 TB.

87193 files amount to 40.0 TB.

[ 187 species. ]

@® Homo sapiens
(Human)

@ Mus musculus
(Mouse)

@ Arabidopsis thaliana
(Mouse-ear cress)

@ Escherichia coli

@ Rattus rattus (Black
rat)

= Other

126 species.
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& About jPOSTrepo

JPOSTrepo (Japan ProteOme STandard Repository) is a new data repository of sharing MS raw/processed
data. It consists of a newly-developed, high-speed file upload process, flexible file management system
and easy-to-use interfaces. Users can release their "raw/processed” data via this site with a unique
identifier number for the paper publication. Users also can suspend (or "embargo”) their data until their
paper is published. The file transfer from users’ computer to our repository server is very fast (roughly ten

times faster than usual file transfer) and uses only web browsers — it does not require installing any
additional software.

JPOST is a certificated member of ProteomeXchange Consortium and jPOSTrepo provides official
ProteomeXchange Identifiers to projects stored in our repository.

Reference

Please cite the following article when using JPOSTrepo:
Okuda, S. et al. JPOSTrepo: an international standard data repository for proteomes. Nucl. Acids Res. 45
(D1): D1107-D1111 (2017). doi: 10.1093/nar/gkw1080 [pubmed]
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Project type
@Al O M:

Search result

jPOST

iD BE

JPST001055

JPST001237

JPST001437

JPST001256

JPST001186

& Data list

colon cancer phospho

Project type

@Al O Mass spectrometry O Gel electrophoresis O Antibody

Search result colon cancer phospho

{EOST @A@E PXID @E Project title
1. Mike' s SB89A Project on the
intestinal effects

JPST000973 PXD021750

| . GBM cell line secretome
analysis

JPST000718 PXD016898

.. Phosphoproteomics of
endoscopic biopsy

JPST000538 PXD012251

JPST000396 PXD009032 - Phosphoproteomics of
Matrigel-embedded samples

w0 Af Nalasantal anmnns

Complete
Description | Partial
S89A rpouse lnteshn.al change Partial
analysis by proteomic ...
Glioblastoma (GBM) is the most Partial
common and aggressi ...
Pho§phoproteom|cs wer.e - Partial
obtained from endoscopic bi ...
Phosphoproteomics data of Partial
Matrigel-embedded HCT116 ... = & &

Dhasnhahracina ctabiie wuara

Publication

Pre-
publication

32628487

Pre-
publication

Pre-
publication

Principal
investigator

Michael Kahn
City of Hope

Sumio Ohtsuki
Kumamoto
University

Takeshi
Tomonaga
National
Institute of
Biomedical
Innovation,
Health, and
Nutrition

Takashi
Tomonaga
National
Institute of
Biomedical
Innovation,
Health, and
Nutrition

Takeshi
Tomonaga
National

Inetitiba ~F

Announcement
date

2021-09-30

2020-09-19

2019-12-02

2019-02-24
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m National Library of Medicine

National Center for Biotechnology Information

Pubh}ed .gov

Advanced

Save Email

> Sci Rep. 2021 Dec 20;11(1):24254. doi: 10.1038/s41598-021-03260-5.

MYCL promotes iPSC-like colony formation via MYC
Box 0 and 2 domains

Chiaki Akifuji 1, Mio Iwasaki !, Yuka Kawahara 1, Chiho Sakurai 7, Yu-Shen Cheng ',
Takahiko Imai 1, Masato Nakagawa 2

Affiliations

1 Department of Life Science Frontiers, Center for iPS Cell Research and Application (CiRA),
Kyoto University, Kyoto, 606-8507, Japan.

2 Department of Life Science Frontiers, Center for iPS Cell Research and Application (CiRA),
Kyoto University, Kyoto, 606-8507, Japan. nakagawa@cira.kyoto-u.ac.jp.

PMID: 34930932 PMCID: PMC8688507 DOI: 10.1038/s41598-021-03260-5
Free PMC article

Abstract

Human induced pluripotent stem cells (hiPSCs) can differentiate into cells of the three germ layers
and are promising cell sources for regenerative medicine therapies. However, current protocols
generate hiPSCs with low efficiency, and the generated iPSCs have variable differentiation capacity
among different clones. Our previous study reported that MYC proteins (c-MYC and MYCL) are
essential for reprogramming and germline transmission but that MYCL can generate hiPSC colonies
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1-20/191 1 2 3 = 190
Search result phospho
JPOST @@ PXID @@ Project title Descriotion Complete Publication Principal Announcement olc)
ID P / Partial investigator  date
Yoshio Kodera
Center for
. Peptidome analysis of the o B Detai
e A 2-mg frozen section of ’ Pre- Proteomics
PXD023475 i i Partial ! 2022-01-
JPST001055 hypothalamus in a single hypothalamus from a singl ... s publication  Kitasato "
mouse. University
School of
Science

k» JPST001055 summary
Species Mus musculus (Mouse) [10090]

Tissue brain [BTO:0000142]

Fixed modification none

Variable modification Oxidation (M) [UNIMOD:35#M], Acetyl (K) [UNIMOD:1#K], Acetyl (N-term) [UNIMOD: 1#N-term], Amidated (C-term) [UNIMOD:2#C-term],
Deamidated (N) [UNIMOD:7#N], Deamidated (Q) [UNIMOD:7#Q], Dehydrated (D) [UNIMOD:23#D], Dehydrated (S) [UNIMOD:23#S],
Dehydrated (T) [UNIMOD:23#T], Dehydrated (Y) [UNIMOD:23#Y], Dehydrated (N, C-term), Dehydrated (Q, C-term), Sodium (D), Sodium
(E), Sodium (C-term), Phospho (S) [UNIMOD:21#S], Phospho (T) [UNIMOD:21#T], Phospho (Y) [UNIMOD:21#Y], Gin->pyro-Glu (Q)
[UNIMOD:28#Q], Methyl (K), Methyl (R)

Taxonomy Mus musculus (Mouse) [10090]
Instrument Q Exactive [MS:1001911]
Instrument mode DDA-high res.
Purpose spectrum identification result details [MS:1001405]
Quantification platform Precursor ion label free
File format other

Software PEAKS

Niffarann~ae ~f
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https://repository.jpostdb.org JPOST

Repository/ Database

Eila

Experimental presets

File Siz Detail

o (Sample / Fractionation / Enzyme/Mod. / MS mode) ¢ o

Mouse Hypothalamus
Ankgw123_001_Hy_AWKB5_1_00012ug_Bug_T50_2.r none 4577 MB
aw |Raw Endogenous peptides in mouse hypothalamus

Peptide identification and non-label quantification

Mouse Hypothalamus
Ankgw1_ i3_002_Hy_AWK85_2_00012ug_6ug_T50_2,r none 448.2 MB
aw [Raw Endogenous peptides in mouse hypothalamus

Peptide identification and non-label quantification

Mouse Hypothalamus
Ankgw1 2?_003_Hy_AWK85_3_00023ug__6ug_T50_2.r none 461.6 MB
aw [Raw) Endogenous peptides in mouse hypothalamus

Peptide identification and non-label quantification
DB search psm.csv GEENE PEAKS 834.9 kB
protein-peptides.csv @ PEAKS 353.3kB
proteins.csv @ PEAKS 49.3 kB

1-6/6 ' 1

(@® Project list
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https://www.youtube.com/watch?v=gXBFLfsCbBs

TOGO* TV

ProteomeT—5 UMY kU,

jPOSTrepolcT—4 = &i%9 3
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JPOST repository~MD A3 T—R3 D) &%

EEBRTJAODIIMNYVEL T, AT —2%RETHIEMNTE,
ez X TOERLz, 4TBEBDAZT—R T ) ybZ 774 ILIZER (T B EMTE

HDT, BRIBERCAZT—3E ANDBLEMNGL,

ID Name
Password Affiliation
ORCID
Project
Project Rev.1
Title, Description, Keywords, @ | f-=- |
PubMed, Principal investigator, etc... :::::.f FILE oo

e A =

[ Project Rev.1 I
..... £ .
| FILE

\

Project Rev.0 |........ | :
Ll | FILE B

............

..........

Preset

1

--{ Sample
Species, Sample
Species, Tissue, Cell type, Disease

|

]

Fractionation

I — Subcellular, Protein, Peptide

|

]

Enzym
Enzymd Enzyme/Mod.
Enzyme, Modification, Taxonomy

|

]

MS mode

Instrument, Purpose, Platform, etc...]




jPOST repository~DT—3 D& &%

Complete submission
T—R2Z )R MIZAKHT ARIC. BFIALYOPT LK SIC

REST=IL—IL(PSIDHELEDH TLABFIALOT LMELE T4+ —
IYNTEEKT HVEENH S,

HhEBE+DGEART—A

Raw data: vender raw or mzML

Peak list: MGF or mzML (-> mgf by PW)

Result (process data): mzldentML or mzTab
‘raw—peak-result 7 7 4 ILDEABRMENETEA LTI TILVS C
Es

Partial submission

jPOSTTIZ. Complete TIHWLWEDIE, TR TPartial L TR IT4F I+
T3, (formatlXff1409 Raw&Result D 2FEFED T—REART—
AMHNILEBEETESD ., Complete TOEFEAHEELNLET)



JPOST repository~DT—43& %95

SN
N —]
115N i

1) —B, BERSN-LONAFSNDE MYELPITENTEFE A,

2) AT R EHEICTESITEHELLANL TNV ENHYFET , EHZHIC
AALTELEHEIEITEEITN, TORDBEBMOT —IN—ZAADICANEEIC
BYET . 7U7—MITERB. ZOFMZEEST T HENHYFET,

3) M X MRIRNSN TAFSNT=GE X TOEZHMELTIHDELIHYFET

4) S IZJPOSTIZE SR INT=T Vv 3NO jPSTxxxxxZE SR B SN DHES . LT D
X DIDMDOIZFEEKL TULN ==& =LY,

Okuda, S. et al. jPOSTrepo: an international standard data repository for proteomes.
Nucl. Acids Res. 45 (D1): D1107-D1111 (2017). doi: 10.1093/nar/gkw1080 [pubmed]

5) JIROR)—DT—2%&A 00—k 581X

Ay O—K—jpOSTIJ7R k1) /LSDB Archive .
https://dbarchive.biosciencedbc.jp/ip/jpost/download.html
MOFTPDY—ILEEZAFIREDT —RIBEZICFVO—FTSDEIIHBYET,




jPOST Re-Analysis

{ Database

G

Repository

s

Pretepme
change

39



jPOSTD4S K

2. BERICKY., T—20H—HIFERIND

40



Human Proteome Project (HPP)

large scale MS data

582 | NATURE | VOL 509 | 29 MAY 2014

ARTICLE

doi:10.1038/nature13319 H P P

Mass-spectrometry-based draft of the

human proteome

Cerebral cortex | proleins, ion
immunoglebuling, angiogenesis, neuran differe ntiation
Hair follicle | Keratin and -associated proleins, Garebrnspinam-dd | Secraled proteins,
epidermis development, desmosomes ¥ I t
o | Keratin, pepli peplida 6\ Q  Viveous h | Ser 4 ins, eye lens
fatty acid and phosphalipid metabiol Isrn / protein, neuron projection
-~ QOral epithelium | Lipo- and glycoproteins, immunglobulins,
Salivary gland | Golgl apparatus, vesicle med-ated // h\ -
9 5500l rgﬁ Spor, cystatins, keratin: kY ,.I'r i \If glyean biosynthesis

= _--— Tonsils | Muscle process and regulation_glycogen
chionde channels,

Saliva| Secreted proteins, defense

respanse, peptidases, cystating

o prote

__ Heart| Muscle process and regulation, respiratory
" chain, channels and transporters

Thyroid gland | Thyroid
biasynthesis, secrelion

Lu nglGchopmte' s cy!uk nes, defen nse et
mmmmmm s

_______ Breast| Faity acid and lipid biosynthesis, sterawd

harmone signallin
Lymph node | Callular pmcesses 9 9

immune response activation

Gall bladder | Oxidoreductas i
transferases, Hpid, fatty acid, amino aciu /

and alcohol degradation,
Adipocytes | ECM Ilpd storage, metabolism /
d transport, LDL receptors
7

... Stomach| GnlgifER O-glycan biosynthesis,
glycoproteins, drug metabalism, HYK* ATPase

N\ spseam Signal lransduction, defense
"‘ response, leukocyte activ: ton

| Skin | Golgi apparatus, cystatins,

Geiger_MCP_2012

— 8948 m Nagaraj_MSB_2011

/ 5]
8303 Munoz_MSB 2011

" 8651 ® Mertins_NatMethods_2013

B Geiger_CancerRes_2012

Milk | Glycoproteins, cylokines, de!epse response,

(2010, HUPO)

C/MS/MS analysis: >17,000 time;j

Proteome data collection

uman proteome map draft

(2014, Nature)

> 18,097 human protein identification
> 19,376 identification of human protein
isoforms
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Number of Identified proteins

True hits

Accumulated false hits

F—IHER 3 LBMEERS

LC/MS/MS runs



intensity

m/z
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> Mascot, XITandem, MaxQuant, Comet, ---
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BiEtr : EEEDmR L

Mascot X!Tandem
7,896 10,008

445 1,791

Comet '/178 106 509 MaxQuant
8,715 9,043

364 « 797 - 296 1,038
495 5,171 319 -

843 - 584

4
283

BREDOY 7 hZES L THEEZ LTS
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s RO ATZ UV IVRATLADEH ET. FDREZEHE T Z &

T. EHEEZIEER JOFATIRATET=IR—IRBEZITIRRC. EBD
5> )¢/ ERE, Target?‘—ﬂé\‘—X(Jfﬁ?ﬁ?’ib‘H%@t

be | # [sea| # BIRF(C. BYDDESH. “HeaV(CH > )\ DOBRHIDI7 = Bk
129.1022 [RIIN ZWE(CUTZ. DecoyT —IN—RA(CHRRZMNTDZ LT,
ZRION o | v | 2| 1057573 | RERDTargetiR3R COARRIEODIEARE, FORZEIHEL TUL\S,

357.2132 1306.6889
3000

444.2453 . RN 1177.6463 :|;|:
L | 9 | 1090.6143 % 500 \
Nl 977.5302 o
1056,5572 | jjf; 591.3865
1127.5943 478.3024
1274.6627 407 .2653
1387.7468 | 12 P 260.1969
Tl . jPOST FTARD R 77! ]
| UCERRE=ERT
b-ion, y-ion HYE#RE L T 0

BRETE=TWhiIFSZXa7



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
46



UniScore(C K D Bf#HT (Human Proteome Project) (|5

MaxQuant UniScore
7,886 9,143

6,460

Proteins

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



Re-analysis : Human Proteome 1st Draft

Repository/ Database

582 | NATURE | VOL 509 | 29 MAY 2014

ARTICLE 10447 raw files from . tecn@:eange

doi:10.1038/nature13319

Mass-spectrometry-based draft of the ‘ o1y  Geiger MCP 2012
human proteome h_

®m Nagaraj_MSB_2011

Cerebral cortex | Membrane proteins, ion lransport, B
i i i neuron di iati
Hair follicle | Keratin and -associated proteins, Cerebrospinal fluid | Secreled proteing,
epidermis development, desmosomes lob neuron develop

D 8503 Munoz_MSB_2011
= | Kerstin, pepti inbibitor % 9-’ Vitreous humour | Secreted proteins, eye lens i

Tatty acid and pnosphcllplu me[abollsm /' protein, neuron projection

Salivary gland | Golgl apparatus, vesicle mediated

Qral | Lipo- and
transport, cystatins. kerating

iline,

" glycan biosynthesis ! 4 : 8651 ] MErtinS_NatMethodS_ 013
Tonsils | Muscle process and regulation, glycogen

p

Saliva | Secreted proteins, defense
respanse, peplidases, cystating

Thyroid gland | Thyrcid hormane
blasynthesis, secretion

Lung | Glycoproteins, cytokines, defense g
, immur i i [§ T

“proteases '
__ Heart| Muscle process and regulation, respiratery
chain, channels and lransporters.

m Geiger_CancerRes_2012

_________ Breast | Fatly acid and lipid biosynthesis, steraid

Lymph node | Cellular processes, homone aignaling

immune respanse activation Milk | Glycoproteins, cylokines, defense rasponse,
hormons, B

Stomach | GolgiER, O-glycan biosynthesis,
glycoproteins, drug metabolism, H/K* ATPase

. Spleen | Signal ransduction, defense
s, response, leukocyte activation

Gall bladder | Oxidoreductases. 2
fransferases, lipid, fatty acid, amino acid "
and alcohol degradation,

Adipocytes | ECM, lipid storage, metabalism
and transport, LDL receptors

.\ Skin| Golgi apparatus, cystatins,

jPOST reanalysis
S e Original Results 111,270 Hit
i S 63,127 Hit

Bone | Intraceliular transport. MAGE proteins

Adrenal gland | Mitochondria, CYP450s, steroid “;
and catechol biosynthesis |
0

Liver | Falty acid biosynthesis,
oxidoreductases, MHC class I

Kidney | Mitochondnia, oxidoreductases, ammo Fd
acid metabolism, transporter
Prostate gland | Regulation af blood
vesselsize (e.0. PDES) smoothmuscie,
synapse

\ Synovial fluid | Secretzd proteins, collagsn,
., complement and coagulation 3 1 2 9
Colon | lan channels, proteases, lipid degradation, ’
plors (GABA, binoid, in,

Rectum | Cellular processes, cilium, neuron

ol 59,998

L Placenta| Female pragnancy, oxygen transpart.

Seminal vesicle | Synapliciransmission,
regulation of neurotransmitter levels  *

Seminal plasma | Proteases and inhibitors, defense
response, lipases, spermatogenesis

gruwlh faclors, gamele generation

] \ responseto nutrients, steroid biosynthesis
7 { i \
Testis | Neuron/synaptic proteins, ECM and collagen’ / i | " Ovan i
i i \ ry | Protein biosynthesis, growth factors
synthesis, male sex cifferentiation / I L andreceptors
I , sexualr / \ & Secreted ins, glycan bincing,
{srtlllzahon and sperm-egg rﬁmgnmon hydmlam i 3
i

flagelium
n an

FI%E 7 — mgmgzﬁgﬁ; MBS ICIZTFE L A7
W& S EFTRTERREERTEY . EBEDLC At peptide level
AT, RELBERANH - T-, (HCD)




UniScore for re-analysis of jJPOSTrepo datasets

Repository/ Database

JPOSTHEFMETR * O &

J7AIL RE FTr BA Tkt 749 WL FEAY ~NLT
&7 -
<65 -
A I] B c D E F G H | J K L M N o] P o] R S T u v w X
1 | [ BHI/FREEE PSMEHHSET 66 196+10=206 26.7%  WMRT 43 203-34)+10 projects= 209% [
2 soy0— 55 27T A0 . T2 A LR ( S Submission
s seu  FERE mR0 moow BiXlposas SR ren iom o BUTLE suos DOTLL DTN P e on wo  Cw AL
D B2 | g = %, g Frus H—F) MGF_ResultiVer) JR—mzTab - gsrr)
o Sample | —PSM
4 | JPST000059.0 LTQ Orbitrap[MS:1000449] Escherichia ' 83333 20200318 27| - DK DK 15 318 323 413 4/13-4115 4/16 4/16 20200416 JPST000790.0 RPXD018464  2020/09/29 CIDF—4 £HCDF—4 1058
5 JPST000075.1 Homo sapier 9606 20200318 19| 2020110101 2020/10/01- 318 318 319
JPST000091.1 Q Exactive[MS:1001911] Mus muscult 10090 20200318 4 - DK DK 515 318 318 325 3/25-3/27 331 3/31 20200331 JPST000791.0 RPXD018465  2020/09/2¢
7 JPST000096.0 Q Exactive[MS:1001911] Mus muscult 10090 20200318 4 DK DK 55 ansg ane 325 3/25-3/27 331 4N 20200331 JPST000792.0 RPXD018466  2020/09/29
¢ JPST000097.0 Q Exactive[MS:1001911] Mus muscult 10080 20200318 4 DK DK 55 3/18 3ng 325 3/25-3127 3/31 41 20200331 JPST000793.0 RPXD018467  2020/09/29
¢ JPST000100.0 Q Exactive[MS:1001911] Bacillus subt 224308 20200403 10 DK DK 5/5 43 47 48 4/8-4/9 4/16 417 20200416 JPST000794.0 RPXD018468  2020/09/29
i JPST000101.0 Q Exactive[MS:1001911] Klebsiellapn 272620 20200403 14 — DK DK 5/5 413 47 4/8 4/8-4/9 4116 417 20200416 JPST000795.0 RPXD018469  2020/09/29
1t | JPST000111.0 Q Exactive[MS:1001911] Gallus gallus[9031] phospho 17| 2020110101
2 | JPSTO00117.0 Q Exactive[MS:1001911] Homo sapier 9606 20200318 26 — DK DK 5/5 318 3118 325 3/27-3/30 5/6 5/6 20200508 JPST000796.0 RPXD018470  2020/09/29 2004013845 (in 20200331
3 JPST000121.0 Q Exactive[MS:1001911] Homo sapier 9606 20200318 SILAC 20 - DK DK 515 318 318 325 4/20-4/24 4/24 4i24 20200424 JPST000797.0 RPXD018471  2020/09/29 SILAC 2020033133131
14 JPST000123.0 Q Exactive[MS:1001911] Homo sapier 9608 20200318 SILAC 14 = DK DK 515 318 e 325 4/20-4/22 4i24 4724 20200424 JPST000798.0 RPXD018472  2020/09/29 SILAC 2020033133131
5 | JPST000126.0 Q Exactive[MS:1001911] Homo sapier 9606 20200318 24 - DK DK 5/5 3/18 318 43 413-4/5 4/16 an7 20200416 JPST000799.0 RPXD018473  2020/09/29
6 JPST000129.0 Q Exactive[MS:1001911] Homo sapier 9606 20200318 34 - DK DK 5/5 318 318 43 4/3-419 4116 an7 20200416 JPST000800.0 RPXD018474  2020/09/29
7 JPST000200.0 Q Exactive[MS:1001911] Homo sapier 9606 20200318 4 — DK DK 55 318 (2/14) (2/28)  3/25-3/27 3/31 411 20200331 JPSTO00B19.0 RPXD018493  2020/09/29 A ImetadatadDFixed modifi
1 LTQ Orbitrap Velos[MS:100174; Homo sapier 9606 20200318 18 - DK DK 515 - - - - - 323 20200323 JPST000801.0 RPXD018475 = 2020/05/06
19 LTQ Orbitrap Velos[MS:100174; Homo sapier 9806 20200318 15, — DK DK 515 - - - - - 323 | 20200323 JPST000802.0 RPXD018476 = 2020/05/06
2 LTQ Orbitrap Velos[MS:100174.Homo sapier 9508 20200318 13 — DK DK 515 - - - - - 323 | 20200323 JPST000803.0 RPXD018477 — 2020/05/06
21 LTQ Orbitrap Velos[MS:100174; Homo sapier 9608 20200318 17 - DK DK 5/5 - - - - - 3123 | 20200323 JPST000804.0 RPXD018478 - 2020/05/06
2 LTQ Orbitrap Velos[MS:100174: Homo sapier 9506 20200318 17 - DK DK 55 — - - — — 323 | 20200323 JPST000805.0 RPXD018479 — 2020/05/06
B LTQ Orbitrap Velos[MS:100174: Homo sapier 9606 20200318 72 - DK DK 5/5 - - - - - 330 | 20200323 JPST000806.0 RPXD018480 = 2020/05/06
e LTQ Orbitrap Velos[MS:100174; Homo sapier 9606 20200318 10 — DK DK 5i5 - e gp = — 325 20200323 JPST000807.0 RPXD018481 == 2020/05/06
% LTQ Orbitrap Velos[MS:100174: Homo sapier 9506 20200318 54 — DK DK 5/5 = - - - — 325 20200323 JPST000808.0 RPXD018482 — 2020/05/08
2% | JPST000267.1 Q Exactive[MS:1001911];Triple1Arabidopsis thaliana (Mouse-ear Z7-1JL5  148] 2020/10/01
27 JPST000305.0 Q Exactive[MS:1001911] Brucella abortus[235] 27| 202011001
26 JPST000369.1 Q Exactive[MS:1001911] Escherichia coli[562] 16 2020/10/01 3/18 323 327
22 JPST000379.1 Q Exactive[MS:1001911] Homo sapier 606 20200318 18 — DK DK 515 318 41 6/3 6/3-6/4 6/5 6/5 | 20200605 JPST000820.0 RPXD018494  2020/09/29
®  JPST000415.0 Q Exactive[MS:1001911] Meyerozyma guilliermondii[4929] 8] 20201001 | | |
31 JPST000417.0 Q Exactive[MS:1001911] Meyerozyma guilliermondii[4929] 8| 2020110/01
2 JPSTO00067.0 QSTAR[MS:1000190] Rattus rattus 10116 20200406  Sciex 4 - DK DK 5/5 4i6 4/8 4/10 4/10-4113 4/15 an7 20200416 JPST000809.0 RPXD018483 TP AINBILANR—AH A=
B TripleTOF 5600[MS:1000932] Homo sapiet 9606 20200318  Sciex L] [— DK DK 5/5 == == = = — 324 20200323 JPST000810.0 RPXD018484 - 2020/05/06
3 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 10 - DK DK 55 — - — — - 3124 20200323 JPST000811.0 RPXD018485 - 2020/05/08
35 TripleTOF 5600[MS:1000932] Homo sapier 9806 20200318  Sciex 10 o DK DK 5/5 o= = = = = 324 20200323 JPST000812.0 RPXD018486 = 2020/05/06
£ TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 9 — DK DK 5/5 - - - - — 324 20200323 JPST000813.0 RPXD018487 -~ 2020/05/06
37 TripleTOF 5600[MS:1000932] Homo sapier 9608 20200318  Sciex 9 - DK DK 5/5 - - - - - 3124 20200323 JPST000814.0 RPXD018488 -~ 2020/05/06
8 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 10 - DK DK 5/5 - = = = = 3124 20200323 JPST000815.0 RPXD018489 - 2020/05/08
39 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 9 e DK DK 515 == = — - o 3124 20200323 JPST000816.0 RPXD018490 — 2020/05/06
40 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 10 — DK DK 5/5 — - - - - 3724 20200323 JPST000817.0 RPXD018491 - 2020/05/08
41 JPST000099.0 TripleTOF 5600[MS:1000932] Escherichia: 83333 20200318  Sciex 13 - DK DK 55 3/18 47 4/9  10-4/12, 10/20/04/15, 10/ 10/2 20201002 JPST000B18.0 RPXD018482  202010/01
4 JPST000100.0 TripleTOF 5600[MS:1000932] Bacillus subt 224308 20200403  Sciex 10 = DK DK 515 43 418 410 410412 415 an7 20200418/ (JPSTO00794 € (RPX G50 2020110001
42 JPST000101.0 TripleTOF 5600[MS:1000932] Klebsiella pn 272620 20200403  Sciex 14 - DK DK 515 413 48 49 4/10-4/12 4/15 an7 20200416 (JPSTO RPXD 50 202010001
4 JPST000144.0 QSTAR[MS:1000190] Mus muscult 10090 20200318 RAQ4plex ( 2| = DK DK 5/5 318 418 413 4134114 415 an7 20200416 JPST000821.0 RPXD018495 2020/10/01 | I7 AN —BEHERORE
45 JPST000149.0 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 0 - DK DK 55 3ns 47 49 4/10-4/12 4/15 an7 20200416 JPST000822.0 RPXD018496  2020/10/01
46 JPST000150.1 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318  Sciex 15 - DK DK 515 3/18 47 49 4/10-4/12 56 5/6 20200506 JPST000823.0 RPXD018497 2020/10101' 200417185 (in 2020041¢
47 JPST000151.0 TripleTOF 5600[MS:1000932] Homo sapier 9606 20200318 Sciex 16, = DK DK 515 318 47 49 4/10-4/12 5/6 5i6 20200506 JPST000824.0 RPXD018498 2020/10!01. 2004171843 (in 2020041€
4 JPST000349.0 TripleTOF 5600[MS:1000932] Mus muscult 10080 20200318 Sciex, DDA 107 - DK DK 5/5 318 4/10 4/10 4/17-4/18 4/20 4/20 20200420 JPST000825.0 RPXD018499  2020/10/01 | —EPD I 7 () IZProteinPilc
4 JPST000055.1 Q Exactive[MS:1001911] Mus musculus (Mouse)[10090] SILAC 4| 202011001
s JPST000109.1 Homo sapiel 9605 CTMT 29| 20201001 2020110001~ I
P e | TR P IRy = -y v prowe Ty T, s r—ryere ey el | =




UniScore for re-analysis of SARS-CoV-2 related publications

JPOST

Repository/ Database

@] () https://jpostdb.org/jpost-will-publish-the-re-analyzed-proteome-data-related-to-covid-19/

JPOST

Repository / Database

Japan Proteome Standard
Repository/Database

Recent posts

jPOST member's co-authored
paper about USI has been

published.

@ 2021-06-30 & jpost

The Universal Spectrum Identifier (USI) is an
essential mechanism for the wide use of
proteomics data provided by the ProteomeXchange
(PX) repositories. It has been discussed for a long
time in the HUPQ Proteomics Standards Initiative, to
which jPOST member Prof. Kawano has contributed
greatly. The USI facilitates access to the huge
amount of spectral data registered in the PX
repositories, and is expected to make proteomics
data is more findable, accessible, interoperable, and
reusable. We expect that the US| leads to the use of
JPOST data and contribute to research in the field of
life science, including proteome research. Universal
Spectrum Identifier for mass spectra. Eric W.
Deutsch, Yasset [..]

JCompMS 6th workshop

@ 2021-05-26 & jpost
Workshop details in Japanese

jPOST database and repository will

Q

About  Repository Database Workflow Gadgets COVID-19 Help FAQ Contact X

jPOST will publish the re-analyzed proteome data related to. COVID-19

©2020-07-8 & jpost

JPOST will publish the re-analyzed proteome data related to COVID-19 as soon as possible to support the scientific community for overcoming the world-wide crisis.
Current progress: 100% co—— | | 2st modified date: 2021-07-13 ]
COVID-19 datasets

Analysis target

PXD019113  The Global Phosphorylation Landscape of SARS-CoV-2 Infection

PXD019645 Data, reagents, assays and merits of proteomics for SARS-CoV-2 research and testing

PXD019423 MS analysis of SARS-CoV2 proteins from patient samples

PXD018804 Extensive proteomic dataset of Vero E6 cells infected by Italy-INMI1 SARS-CoV-2 virus at Day 4 post-infection

PXD018594  Shotgun proteomics of Vero E6 cells infected by Italy-INMIT SARS-CoV-2 virus

PXD018357 Inhibition of growth factor signaling prevents SARS-CoV-2 replication

PXD018117 A SARS-CoV-2-Human Protein-Protein Interaction Map Reveals Drug Targets and Potential Drug-Purposing

PXD018581 Proteomics of SARS-CoV and SARS-CoV-2 infected cells

PXD018241 Characterisation of the transcriptome and proteome of SARS-CoV-2 using direct RNA sequencing and tandem mass spectrometry reveals evidence for a cell pass

PXD017710 Proteome and Translatome of SARS-CoV-2 infected cells
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The jPOST Environment

The jJPOST 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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(PX) repositories. It has been discussed for a long
time in the HUPO Proteomics Standards Initiative, to
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greatly. The USI facilitates access to the huge
amount of spectral data registered in the PX
repositories, and is expected to make proteomics
data is more findable, accessible, interoperable, and
reusable. We expect that the USI leads to the use of
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proteomics data provided by the ProteomeXchange
(PX) repositories. It has been discussed for a long
time in the HUPO Proteomics Standards Initiative, to
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greatly. The USI facilitates access to the huge
amount of spectral data registered in the PX
repositories, and is expected to make proteomics
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COVID-19 datasets

Analysis target

PXD019113
PXD019645
PXD019423
PXD018804
PXD018594

The Global Phosphorylation Land
Data, reagents, assays and merit;
MS analysis of SARS-CoV2 protei
Extensive proteomic dataset of V

Shotgun proteomics of Vero E6 ¢

PXD018357

Inhibition of growth factor signali

PXD018117
PXD018581

PXD018241

PXD017710

A SARS-CoV-2-Human Protein-Pre
Proteomics of SARS-CoV and SAl

Characterisation of the transcript
frame deletion in the spike glycoj

Proteome and Translatome of SA

PXD018357 is an original

Dataset Summary
Title

Description

HostingRepository
AnnounceDate
AnnouncementXML
DigitalObjectidentifier
ReviewLevel
DatasetOrigin
RepositorySupport
PrimarySubmitter
SpeciesList
ModificationList

Instrument

Dataset History
Revision Datetime

0 202&D4~0¢‘
1 2020-05-1

2 2020-09-29

Publication List

Klann K, Bojkova D, Tasd]
Cell, 80(1):164-174.e4(2(

Kovward | iet

Molecular Cell

Graphical Abstract

Drug-target interaction

Host pathway regulation

i

Blocked viral replication

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

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

Authors

Kevin Klann, Denisa Bojkova,
Georg Tascher, Sandra Ciesek,
Christian Munch, Jindrich Cinatl

Correspondence

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




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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Prediction of activated Kinases in SARS-COV2 infected Cells
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Prediction of activated Kinases in SARS-COV2 infected Cells

Kinases from 12 unique

+ phospho-sites identified
/TKL in COV2 Proteins
/4

by jPOST @

Kinases from 28 common
Phospho-sites identified
in COV2 proteins

KHS1 CYCB1 P38D
LATS1 PKCH HRI
MARK3 STK33 HIPK4
GPRK7 CDK9 HRI
MOK  CYCLINK PAKA
MOK  PKCH ERKY
MST1  ICK NUAK2
ACTR2 HIPK3 TNIK
CDK9  CDK9 PRKX
CYCT1 CYCT1 PKD1
CDK3  ERKS IKKA
CYCE1 ACTR2

TLK2  CK2A2 AGC

NIM1 MAPKAPK3

PKCZ MAPKAPK2 K‘l{ Sugiyama et.al.
MOK CDK6 Scientific Reports

CDC2 CYCLIND1 vol 9, 10503 (2019)
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MANUSCRIPT TYPES

The journal publishes four article types: Data Descriptor, Protocol, Data Processing Note, and Review.

|About JPL | pata Descriptor s detailed descriptions of a dataset's metadata, as posted in jPOST or another
recognized repository. The descriptions include the culture conditions, the procedures for the preparation
of samples and their modification, the settings of each experiment device, and the relationships between
o s o experiments and data files. This information is in addition to details of biological samples and liquid

data and datasets need !
e Chromatograph - mass spectrometer information, which must already be in the metadata for the original
structures and procedur

is proposing to launch a SmeiSSIOH tO the I'GDOSItOI'y.

Methods.

MS detailed, step-by-step descriptions of the experimental procedures used to generate proteome
|Article list  data, which the authors have tested and standardized. Proteome experiments use a broad range of
JSTheE el methods and devices for sample preparation, data collection and data analysis, and the journal is keen to
facilitate the wide sharing of these techniques and tips.
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] " | Data Processing Note's detailed descriptions of the computational procedures used to analyze

J-STAGE home / Journal of Prot

proteome data, including software and web tools. Once proteome data have been produced, various

Seach ="' procedures — such as quality checks, peak pickings, peptide/protein identification and quantification, and
detection of modifications — are used to derive scientific knowledge. By describing the algorithms and

foumalssue procedures used to analyze proteome data, the journal aims to improve the re-use of these data.

mis an article presenting novel or unique overviews of recent and important developments in
proteomics. Review must present clear and original insights into the questions of interest, using
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— appropriate and fully presented evidence; long, general summaries are not published. Review is

Volume 2 (2020) approximately 5000 words and can investigate several aspects of importance in a subject area. Review is

bl by invitation only, but the journal welcomes proposals from authors. If the proposal meets the criteria of

the Journal of Proteome Data and Methods, the Editor-in-Chief will invite the proponent to be the author
of the Review.
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jPOSTrepo: an international standard data repository for proteomes
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