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ProteomeXchange(fii#% PX), &R HECAT 2 I8 5 4H 2 Bk B 47 k1
& (http://www.proteomexchange.org) , FLjit ~fl$E T PRIDE Archive, MassIVE,
PeptideAtlas, jPOST, iProx, Panorama Public Jii i ¥4 /74t T &, WFFCA T Al LA
I iProx S5 WS AT HedlE BAE, AT LB PX % B ARSI . BTk
LA PX ik sy S B B AR BAR DR
& TAE

1. PX &) om TR T #E (Bhib v2.7.2 flA

2. Java R

( https://www.oracle.com/java/technologies/downloads/ [ 1T & 3 /W 1 '~ %% %
3, HAAHNED

3. PX K5

4. FREARSCSCAT CEFEJEMEERE SO RSO BARE R
FETHE (PX) TH (S TERATZA)

. BANMAE: http://www.proteomexchange.org, 1 A Proteomexchange i
FHIH o

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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2. M Submit Data 3 AEE A% T .
Public Data

Access Data

Public PXD datasets can be browsed over at ProteomeCentral. An RSS feed is also available.

Data Submission

ProteomeXchange fully supports both MS/MS proteomics and SRM data submission. Submissions of
other types of proteomics data is also possible using the Partial Submission mechanism.

Submit Data

Subscribe

Subscribe to receive all new ProteomeXchange announcements!

Subscribe

3. B downloaded T#%E H4& T H.
Data submission

ProteomeXchange supports submission of experiments coming from all proteomics data workflows.

PRIDE - PRoteomics IDEnNtifications Database

PRIDE
The GUI based PX Submission Tool can bg downloadedfo start data upload.

B

PeptideAtlas - PASSEL =TS

PASSEL

SRM/MRM data can be submitted to PASSEL.

MassIVE

Shotgun proteomics data can be submitted to MassIVE.

4, FNEJEEIE EAE T REZ—/ R4 (px-submission-tool.zip) , f#E4E 1.5
£, Xt px-submission-tool-2.7.2.jar 7 & EA%E T ..
e fEREE A TR, BN E0ai% 3 java (AR A H[iE1T.
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1 AT 2dE b 4% T2 (px-submission-tool-2.7.2.jar ), &7 Register New Users.

|£| PRIDE Submission Tool Version - 2.7.2 B O b4

Email*

Password™

RS

2. HEANJEM UUHE https://www.ebi.ac.uk/pride/register, HiAIEA(E S CHE-FHEFE.
WA BRE) #ATEM, hRIE. EER)E, K. B RIR BN
) A H

Register

* Affiliation
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KSER
X T EE EAE T E (px-submission-tool-2.7.2 jar) , HiNERIKS . i,

il Login &3k,

| £ PRIDE Submission Tool Version - 2.7.2 — a x

Login

Login to your PRIDE account (version 2.7.2

Email™

ishy—swxx@genepioneer.tm

PR

1. BRiz e, BhfmEigRsF bEEA, %4 B (Complete Submission)
IS5y (Partial Submission) A%, X BARATH FALJRAGHHE, FTLLEHE Partial
Submission _F1% .,

|| PRIDE Submission Tool Version - 2.7.2 - 0o X

Step 1: Submission Type (1/10)

Choose submission option below

Complete Submission

dentifier (DOI)

will be
al )

ntifier will be prc d to uniquely identify the c but not a
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s Next, #HXEHE, L, BEERIT— I,

Submission Option s
Partial submission option selected

Flease be aware that your dataset will not be issued with a DOl number
and can only be accessed via the PRIDE FTP.

Do you want to continue?

5 Il: j

2. X PR IRAT T E S LU E BEA R e s 10 B AR, ERALMEAE, X
i NEXT BpmJ,

i B AE R P PR A RO AR SR ERIK T SEIRAT . W ATt A

=
HCho

|£| PRIDE Submission Tool Version - 27.2 — O x

Prerequisites

ck you have the follawing information

Search Engine Results
Protein/Peptide Identifiecations

Raw Data

N5 instrument raw output

PRIDE Login

PRIDE user credentials Register

Experiment Details
Sa.mple, pro‘tocols, species. tissues

Lab Head

Name, email, and affiliatien
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3. ZETHEH S EAABIENEARGE, SR ELENAE (30~5000 7).
REIE . THHIA (50~5000 FFF)  FEMHERTTIE (50~5000 /7))  Hils kb
H7iE (50~5000 F75) sgiekAl (HARM R, WRIEEhb B aiE) .
VE: ALK SCEE AR SCHEIA  FHELRIMORL S VA RN o T A R R
A * A5 I

| 4| PRIDE Submission Tool Version - 2.7.2 = O X

Step 2: Dataset Details (2/10)

e details about your dataset

Proje{:t title* (20 to 5000 characters)

1. e, Human liver LC-MNSNS

Keywords*

1. e Human, Liver, Plasma, LC-HSHS

Project description® (50 to 5000 characters)

rerall descriptio -f vour study hink some

Data processing protocol® (50 te 5000 characters)

’

Experiment type*

Choose experiment type here e

@ KN =N

BASLWRAIT

Experiment type*

Choose experiment type here w

Choose experiment type here

Top—down protecmics

Shotgun proteomics

Gel-hased proteomics

Cross—linking (CX-MS)

Affinity purificatien (AP-MS)

SRM/MRH ~
SWATH MS (Data—independent acquisition)

MSE (Data—independent acquisition)

HDMSE (Data—independent acquisition)

PAcIFIC (Data—independent acquisition)

All-ion fragmentation (Data—independent acquisition)

RNA mass spectrometry

MS imaging v
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4, ZJEUNINTR EERAT I SO, B axt $ZE AR, FRAS NSO search 2R ik
BFRWREAE (Fraw/*.scan/* mzMXL/* wiff 28520 , FFInscft N raw 2884,

W AT E N HA ) checksum.txt XA EMIER, BN 2 i

] X

|£| PRIDE Submission Tool Version - 27.2

Step 3: Add Files (3/10)

Add the files you want to submit

[} Add Files ¥ Remove. .. (T) Thich are the requirsd fils ...
File Fame PATH / URL F... File Type Remove
it it b iR B SR  #6PE e submission—tool\pxsubmis . | 15 oTERR Y| %

RIFEIIERE A

»
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|£| PRIDE Submission Tool Version - 2.7.2 - | x

|} Add Files ¥ Renove. .. (7) Thich are the required file
File Name PATH / UEL File Size (bytes) File Type Remove
checksum txt D\ \ERSE EEr. 15| OTHER w x
5594, raw E:\NCEI\2022eF\GP-20210819—. .. B1731012F| RAW e x
55935, raw E:\NCEI\20225 \GP-20210819-. . . B0409074)| RAW o x
5596, raw E:\NCEI\20225 \GP-20210819— . . RAW i x
5597, raw E:\NCEI\20225F\GP-20210819~. . RAW i x
5598 raw E:\NCBI\20225F\GP-20210819—. .. RAW ~ x
5599 raw E:\NCBI'\20225 \GP-20210819— 80081031F| RAW ~ x
5600, raw E:\NCBIN20220F\GP-20210818-. . 745811991} RAW w x
5601 raw E:\NCBI\20225F\GP-20210819-. . . 77827895 | RAW i x
5602, raw E:\NCEI\2022eF \GP-20210819—. .. B1206363F| RAW e x
5603, raw E:\NCEI\20225 \GP-20210819-. . . 824321048 RAW o x
5604, raw E:\NCEI\20225F \GP-20210819— . . 80041675} RAW i x
5605, raw E:\NCEI\20225F\GP-20210819~. . TE7TB20968| RAW i x
GP-20210819-3216_Pra. .. [E:\WNCBI\20228F\GP-20210819—. .. }%&:ﬁﬂﬂ x
Pro -GP-10710819-331 . [E: \NCBI\20224F\GP-20210810— . prhcearch || BRue: v It

I

Step 4: Checksuming Files

Checksum are calenlated for the files

Confirm calculate checksum for files X | i

Do you wanna calculate checksum?
Although you can skip for very large or remote files as it get stuck for long time,
Itis highly recommended to calculate for others

KRIG5ER, B “Next” , #ANTF—H.
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| £ PRIDE Submission Tool Version - 2.7.2 - ui X

Step 4: Checksuming Files

L E r the fi

ﬁ 100% completed of 14 files

o

6+ HANSIUH I EAREE, ikl FEASRAL, B, (Ui 555,

|£:| PRIDE Submission Tool Version - 2.7.2 — [m| X

Step 6: Additional Details (6/10)

Please give additional details ahout yo

Species* Tissue*

Choose sample species here w | Choose tissue here -
Modi fication* Instruments*

Choose modifications here ~ | Choose MS instruments here 9
Cell type Disease

Choose cell type here ~ | Choose disease here “~

Quantification method

Choose quantification method here ~
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W TR BRI RS AR N R AR BEA, WES & F 51 Others, 3 H X 15 HE
Hz, {34585, &, A Use Selected Term, JFEH R THITH G2 H
ITIHAT S, TESR LT84 sedt T &

|£| Ontology Lookup Service - (ols-dialog v3.4.22-SNAPSHOT) X

Search Parameters

Ontolagy | NCBI organismal classification [NCBITaxan] M|

_[ FermMName Search | Term 1D Search | PSI-MOD Mass Search | Browse Ontolo
Term Mame I Macrobrachium nipponense I 300 Search

Search Results

| Accession | cv Term | |
NCBITaxon: 1635141  Macrobrachium nipponense reovirus |a|
| Macrobrachium nipponense
NCBITaxon: 1333993 Spiroplasma endosymbiont of Macrobrachium nipponense
| NCBITaxon:586878 Macrobrachium aff. nipponense MB-2009
| NCBITaxon 939220 Macrobrachium cf. esculentum TJP-2011
| NCBITaxon: 939221 Macrobrachium cf. lorentzi TJP-2011

| NCBITaxon:989222  Macrobrachium sp. 1MYL ¥
Selected Term View Term Hierarchy
‘Name | Value
@ 2 U - Gettiletadata-for Term - - | Use Selected Term | Cancel |
7. HATUH 757 NHIRES . WERG AN A il b 22605 F 5%
| £ PRIDE Submission Tool Version - 2.7.2 - m] X

Step 7: Lab Head (7/10)

Please provide contact details of your lab head

Name*

e collecting this information for grouping submissions by lsh and as a contact backup
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HROBEGE, R EEHEARETE I RIEMTIE, NEFES,
H4E Next F—#,

| £/ PRIDE Submission Tool Version - 2.7.2 - m] X

Step 8: Additional dataset details (8/10)

ide additional details ahomt r dataset

Parent project (optionall

If your project is part of a larger project. please select the parent project from the table below If you would like to
propose a new parent project, please contact us at’ pride—support®hi ac uk

Parent Project

Antibodies (B/D-HPP) ol

Bioinformatics Infrastructure for Life Sciences (BILS) network (Sweden)

Biology/DiseaseDriven Human Proteome Project (B/D-HPF)

CPTAC Consertium
Cancer (B/I-HPP)
Cardiovaseular (B/D-HPP) &

Oiooogig

PubMed ID(s) ertienal)

he PubNedID(s) if

sting

ication (comma separated)

Links to other 'Omics' datasets (sprienall

l to other biclogical data submitted to other resources le.g

9. WG BB AR, WATIRA) &R T J711 Please accept =++-++, mii
Submit $232, FRHLRAAXTIEHE, EHF “LRA7 , BENEE BAES .

|£) PRIDE Submission Tool Version - 2.7.2 - O X

Step 9: Submission Summary (9/

w Total file count: 15 Result files: 0 w Raw files: 12 Export submission. px
. Peak files: 0 @ Search files: 2 w Other files: 1
Tew files
File I File Name Type File Size (bytes)
0 checksum txt OTHER 2631 (N
I 5594 raw RAW 817310125
2 5595 raw RAW 804090740
3 5596, raw RaW 786446911
4 5597, raw RAW 758101715
B 5598, raw RAW 740118329
§ 5599, raw RAW 800810312
v

Please accept PRIDE Archive dataset license and also read PRIDE data policy |
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|| Export submission.px b

T l [ﬁ Proj-3P-20210819-3316_15-H4FEQE T] [ & | ( ;@‘I [ ﬁ J '—i \ -;@.'
| [() 5594.raw ["| 5599 raw [ s604raw |
[ 5595 raw [ 5600.raw [ 5605.raw
[F] 5596 raw [¥) 5601 raw [ cP-20210819-33
[ 5597 raw [ 5602 raw [ ProjcP-2021081
[7] 5598.raw [ 5603.raw

(=e —

TR N submission.px

SpEseAIT) | v

1R7F BL:E

10, &7~ Submission in progress J& i O S G EUIEHE AT o — M AL Ik H it O X 2%
BB, R HIARE, TR, B R MR K DL ROR B SRR,
AT b AL

|£| PRIDE Submission Tool Version - 2.7.2 — ] *

Step 10: Submission (10/10)

Submizsi

Submission in progress

Preparing to upload
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11, EAEEGERI)E, Rgzitit— N rals, EREANFIIS R ILIEAEF
R, R EE B AR

|£| PRIDE Submission Tool Version - 2.7.2 . O %

Step 10: Submission (10/10)

Submission p

All your files have been uploaded successfully
h R I v

100% completed — 9,012 of 9, 012 MB [15 of 15 files]

Thanks for your feedback! «

1 B8, HEEES

s not an accession number.

We aim to process aII submlsswns within five working days, however at certain times, it might
take longer.

12, FRfE e N LHZ el —Ea e, A80E AR, X595, 15X
2 R AIZ IR RS2 L Project accession S LA LA T .

Please add to your manuscript the following sentence (typically in the "Methods" section or just beforefin the Acknowledgements):

"The mass spectrometry proteomics data have been deposited to the ProteomeXchange Consortium via the PRIDE [1] partner repository with the
dataset identifier PXD037141"

We would recommend you to alse include this information in a much abridged form into the abstract itself, 2.g. "Data are available via
ProteomeXchange with identifier PXD037141."

Submission details:

Project Name:
Comparative proteomic analysis of hepatopancreas reveals key proteins in regulatory mechanism of ovary maturation of Macrobrachium nipponense
I Project accession: PXD037141 I

Project DOI: Not applicable



