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http://www.ebi.ac.uk/pride/

|:Bn] ll: !S !{ Usermame: Password: @
; . Reaister or Retrieve lost password
= Sgarch
- Advanced Search Search Summary View
:--Elrowse
PRIDE BioMart
= Submission Guidelines

Select an Experiment (The results will remain restricted according to your original search)

Search filtered on: identificationAccession number , with parameters P29375
 Documentation

= Tools View Instructions

= Login This Table Describes 96 Experiments.

= Acknowledgements —
= Contact PRIDE Support To sort by any of the first seven columns, click the heading. [ View in PRIDE Inspector ] @

(Repeated clicking changes the direction of the sort.) Compare Experiments

PRIDE core version: 2.5.15

T Accession|(Title Species Tissue Cell Type |[GO Term ||[Disease Protein|[Peptide|| Spectra||Retrieve Details Experiment|| Select
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browser or Experiment
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file)
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http://www.ebi.ac.uk/pride/

http://www.peptideatlas.org/

I uptrbuﬂ\t{m
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PerpeArias Home Search IAII Builds | Current Build | Queries | SRMAtias | PTPAtias | Submission |

Seatlle Prot
Ciit; roleome Select Build | Stats & Lists | Peps & Prots for Default Builds

Summarize Peptide

PePTIDEATLAS: @ show row descriptions

2 ouid oveniew I—
Contacts ) )

Data Contributars Build Name Human Brain PeptideAtlas 2011-12

- EnsG4

Publications . ) ) .
Software Build Description The Human Brain Proteome Project d&_lta sslzts are provided by Young I'u1_0k Park from KBSI, Korea and Steve Stein
P e Sehema from MIST. The data was searched using Xltandem, and processed using TPP.

Feedback Reference Database Ensembl Human Protein Setve4.37g+ IPIv3.71 + Swiss-Prot 201109+ cRAP + decoys

FAQ Build Date 2011-12-06
A D # Samples 19

TLAS DATA:

Data Repaository ;Smlgafot’;r:;“iderimenu 0.0035000

Human Plasma HI = L

(Farrah, etal} Probability threshold NIA

HPPP Data Central Canonical Proteins 2466

PeptideAtlas Builds Distinct Peptides 15890

Search Database Total Observations 253253

Contribute Data
Genome Browser
Setup

@ show column descriptions

©' sample Contribution

o

Sample_Date

4872 HsBrain1_PE 147751 23087 6375 6375 1339 1389 2010-11-19
i 4875 HsBrain1_PS 66470 1969 330 25 13 6438 140 1399 2010-11-19
RSEF'LL;J\:I:\Et::;s 4870 HsBrain1_512 139693 24310 2881 276 1334 7822 718 1539 2010-11-19
Phosphopep 4874 HsBrain2_PE 133089 31862 5774 339 2481 10303 1404 1857 2010-11-19
LTTEE 4873 HsBrain2_PS 1130860 10581 1750 31 246 10549 552 1883 2010-11-19
MTSEEEL 4871 HsBrain2_s12 88102 12847 3066 126 799 11348 744 1952 2010-11-19
SeeciraL Ligs: 5160 bpp_lab_12_epilepsy_bn_1149_96_200mcg_cam 14557 1681 163 10 45 11393 46 1957 2011-05-26
Libraries + Info 5161 bpp_lab_12_gpilepsy_bn_1149_96_2d-lc_cam 24591 5622 670 116 268 11661 244 2006 2011-05-26
SpectraST Search 5166 bpp_lab_12_epilepsy_bn_1149_96_300mcg_cam 10161 1903 174 23 34 11695 48 2007 2011-05-26
5167 bpp_lab_12_epilepsy_bn_1149_96_4mcg_cam 12609 2162 262 9 27 11722 64 2009 2011-05-26

GLossary/Temms: | 2165 bpp_lab_12_post martem_bn_rz104_200mcg_cam 18425 2627 271 55 B4 11786 81 2016 2011-05-26
Atlas nomenclature | 5172 bpp_lab_12_post_mortem_bn_rz104_2d-c_cam 19144 5544 536 39 87 11873 194 2026 2011-05-26
SGD nomenclature | 5170 bpp_lab_12_post_mortem_bn_rz104_300mcg_cam 25485 3484 257 50 61 11934 66 2028 2011-05-26
Protein ID terms 5163 bpp_lab_12_post_mortem_bn_rz104_4mcg_cam 14382 2881 316 14 19 11953 84 2030 2011-05-26

4
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http://www.peptideatlas.org/

http://www.proteomexchange.org/

Home Concept Submission Data access Events Documentation Contact Consortium Members Area

Mission

The ProteomeXchange consortium has been set up to providg a single point of submission of MS proteomics data]to the main existing

proteomics repositories, and o encourage the data exchange between them 107 opumal Jaia dissemination

The ProteomeXchange consorium is supported by the European Commission ‘ProteomeXchange’ grant.

Submit Data

News Upcoming Events
New ProteomeXchange dataset PXD000005 Basic course: Bioinformatics for MS analysis
Dear ProteomeXchange subscriber, a new ProteomeXchange datasetis Basic course: Bioinformatics for MS analysis
being...

Organiser: EUPA..

Wellcome Trust Proteomics Bioinformatics Course 2012

The yearly Wellcome Trust Advanced Course in Proteomics


http://www.proteomexchange.org/

ProteomeCentral for ProteomeXchange

Search:
Dataset Reposito Primary Title Species Instrument Publication Announcement
Identifier Tepostony_ Submitter — =pecies Date
PXD000001 PRIDE Laurent Gatto ~ TMT spikes Erwinia orbitrap no publication  2012-05-11
carotovora
Combined
PXD000002 PRIDE Attila Csordas ~ Persondlsalva L) amiens  lincariontrap no publicaion 20120511
proteome and
microbioproteome
Human CAP
ovarian cancer .
PXD000003 PeptideAtlas  Ruth Huettenhain plasma Homo sapiens -0 SCicX 5500 Huttenhain etal. - 595 g 49
: QTrap 2012
(Huettenhain et
al)
Proteomic screen
reveals Fbw7 as .
PXD000005 PRIDE Rui Branca a modulator of Homo sapiens ,lj;%f allEan
the NF-kB
e * 8 datasets released and
Resveratrol- annou nced
induced changes ) .
PXD000012 PRIDE Jean-Paul Moben ofthe human Homo sapiens  lonTra} o ] 6 |dent|f|ers reserved
adipocyte
zecretion prafle. | for datasets in process
Homo sapiens
PXD000013 PRIDE Lennart Martens  iQUAR Pyrococcus LTQ Orbitrap 20—1”2””“" 2012-08-13
furiosus =

' human 293 cells . . -
PxD000014 PRIDE Yur Obukhov PEDF LC-MS/MS Homo sapiens LT Orbitrap no publication 2012-08-08

Analysis of the
rat hypothalamus
proteome by data
e — Viktoria independent Rattus —————— . e S e
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Bases de données
de séquences

UniProt &
L ]

Protéines
identifiées

neXtprot




Relative abundance

400

600

800

1000 1200

mz

!

1400 1600

Analyze by MS/NMS
(Top 5 ions, see panel B)

Search
database
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Identification of proteins:
A, B,Cand ...

!

Sequences of all peptides:
Ay, A,

By, By, Bsy,

Cy. Gy, Gy, and ...

T Output all data

5 peptide sequences:

LLTTIADAAK
EFNDPSNAGLQNGFK

LLTTIADAAK

| ed — » SAGGNYVVFGEAK

p EDDVEEAVQAADR

La base de données de séquences utilisée pour
I’identification des peptides a partir des spectres
doit étre «kcomplete» pour un organisme donné



178 TRENDS in Biotechnology Viol.19 No.5 May 2001
The human proteomics initiative (HPI)

ST SIENA MEETING
FROM GENOME TO PROTEOME:

INTEGREATION AND PROTEOME COMPLETION

THE GLOBAL NEWSWEEKLY| OF|PROTEOMICS TECHNOLOGY

ko i b b kit b L,

UniProt Releases ‘"Complete’ Set of Lee
20K Human Proteins at Siena Meeting ’

[September 4, 2008]




Comment définir un “protéome
humain” complet?

genome proteome

~ 20000 protein ~ 5'000'000
coding-genes different
proteins

post-translational
modifications of proteins

(PTMs)
of mRNA 50-100 fold increase
2-5 fold increase

transcriptome

~ 50 to 100000
transcripts
(mRNAsSs)

alternative splicing



Le protéome humain dans UniProt

20’225 entrées - (~genes codants);

16’000 isoformes d’épissage dans 8’100 entrées: 50’000
sequences protéiques;

65’000 variants; 22’500 liés a des maladies; les autres sont
des polymorphismes

80’000 PTMs (50% prouvées expérimentalement).



ﬁex.'i:pl"t)tﬂm www.nextprot.org

Une ressource spécifigue pour les protéines humaines

Ne remplace pas UniProtKB/Swiss-prot qui reste la base de
réeference pour les séquences humaines

Vise a intégrer des résultats d’expériences a haut debit en
transcriptomique, proteomique etc...

vy
Avec un souci constant de qualité @”)

Nucleic Acids Research, 2011, 1-8
doi:10.1093 |nar/gkr 1179

neXtProt: a knowledge platform for human proteins

Lydie Lane'?, Ghislaine Argoud-Puy', Aurore Britan', Isabelle Cusin', Paula D. Duek’,
Olivier Evalet!, Alain Gateau’, Pascale Gaudet'*| Anne Gleizes', Alexandre Masselot®,
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2Dep:sxrtment of Human Protein Sciences, Faculty of Medicine, University of Geneva and 3GeneBio, c/o Swiss
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* 83’600 PTMs
e >320°000 variants [= UniProtKB (65’000) + dbSNP

+ COSMIC]

ariant

Wariant
ariant

Variant

Wariant
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| — N ; dbSNP: rs147233169 &

G — D ; db3SNP: rs143919163 &

F — L: Inlns resistance; severe.

C — R Inagastric adenocarcinoma
sample; somatic mutation.

H— R In LEPRCH ; Winnipeg; in
one patient with in RMS heterozygous
compound with S-386; may impair
receptor processing. ; dbSHP:
rs1219131456

L]

neXtprot-



neXtProt est la premiere ressource a
avoir implémenté le format PEFF

= “Proteomics-enriched
permettre aux outils d’ic
facile aux informations c

>nxp:Q9HCU4 \NcbiTaxId=9606 \Pname=Cadherin EGF LAG seven-pass G-type

-ASTA format”, ce qui devrait
entification un acces plus
e variants et de PTM.

receptor 2 \Gname=CELSR2 \Processed=(1]|31|SIGNAL) (32|2923|CHAIN)

\ModRes= (1591 |MOD:00035)

(1810 |MOD:00035)

\Variant=(1066|1066|Q) (1639]1639|H) (1992|1992 |R) (238712387]|A)

MRSPATGVPL
SASNLWLYTS
GHLSPOGKLT
FOQPPSYQATV
VITAEELDRE
NLEVGYEVLT
ESYQLTVEAS
VTASDRDKGS
RPPLSNVSGL
EYRLAGVGHD
LDVNDNNPTF

PTPPPPLLLL
RCRDAGTELT
LPEEHPCLKA
PENQPAGTPV
TKSTHVERVT
VRATDGDAPP
DOGRDPGPRS
NAVVHYSIMS
VITVQVLDIND
FPEFTINNGTG
TOPEYTVRLN

LLLLLPPPLL
GHLVPHHDGL
PRLRCQSCKL
ASLRATIDPDE
AQDHGMPRRS
NANILYRLLE
TTAAVELSVE
GNARGQFYLD
NAPIFVSTPF
WISVAAELDR
EDAAVGTSVV

GDQVGPCRSL
RVWCPESEAH
AQAPGLRAGE
GEAGRLEYTM
ALATLTILVT
GSGGSPSEVE
DDNDNAPQE'S
AQTGALDVVS
QATVLESVPL
EEVDEFYSFGV
TVSAVDRDAH

GSRGRGSSGA
IPLPPAPEGC
RSPEESLGGR
DALEFDSRSNQ
DTNDHDPVFEE
EIDPRSGVIR
EKRYVVQVRE
PLDYETTKEY
GYLVLHVQAT
EARDHGTPAL
SVITYQITSG

CAPMGWLCPS
PWSCRLLGIG
RKRNVNTAPOQ
FESLDPVTGA
QOEYKESLRE
TRGPVDREEV
DVTPGAPVLR
TLRVRAQDGG
DADAGDNARL
TASASVSVTV
NTRNRESITS



3- Filtrage des resultats d’identification

—)
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Protéines C: Protéines
d’intérét identifiées

o0

netprot:-



neXtprot:

Différentes vues pour une méme protéine

Protein

Function

INS » Insulin

Medical

Expression
Interactions
Localisation
Sequence annaot.
Structures

|dentifiers

Gene
Exons

Identifiers

References
Publications
Patents
Submissions

Web resources

INS - Protein iMedical) |

Cleaved into: Insulin A chain ; Insulin B chain . extend overview

Gene name: INS.

Family name: Insulin

This protein has been shown to exist at protein level

Positional Annotations referenced on lso 1 Isoform lso 1
show graphical display

Also present
Names Positions Length Description Evidences o

Categol
@ W in izsoforms
ARIANTS H — D Infamilial hyperproinsulinemia;
R Variant 41 ) VRere 1
Providence.
) F — 5: Associated with diabetes mellitus type-II;
Wariant 43 1 - P 3
Los-Angeles.
Wariant 20 1 P .1 Infamilial hunarnrninsolinamia - Kuatn 1
Medical

e K

show evidences

DISEASE

PHARMACEUTICAL

Defects in INS are the cause of familial hyperproinsulinemia [ MIMATET 20 & ].

Available under the names Humulin or Humalog (Eli Lilly) and Movolin (Novo Nordisk). Used in the treatment of diabetes.

Humalog is an insulin analog with 52-Lys-Pro-53 instead of 52-Pro-Lys-53.

According to Orphanet, this protein is involved in the folloy diseases:

Diabetes mellitus, neonatal 224 g7

Diabetes mellitus, neonatal, permanent 995585 &

UniFrot

UniProtie

Diabetes mellitus  definition  [KW-0219]

Disease mutation definition  [KW-0225]



Exemple : dans la vue «Expression», les données obtenues
au niveau mRNA et protéine ont eté intégrées et unifiées

mMRNA expression Protein expression

Tissue / Cell type vreset v expand all _ Showing
Microarray EST IHC
- | [ | ® Gold data
~CNS [T5-0150] @, .. .I - I O Gold and silver data
- Brain [T5-0095] @, - . @, - I - I Lecond
egen
F Brain stem [T3-0083] 4
I Microarray expression
» Forebrain [T5-0380] b . b I b I
¥ Hindbrain [T5-0457] 3 I b I L Mot detected
= Limbic system [T3-1307] - . - I - I Fositive
EST expression
Amygdala [TS-0037] @, I @, I I .
~ Hippocampus [TS-0460] Qe | - <« Positive
FETT TR Boee ENSGO0000078053 :C E"Ipress'c’" evel
[ Expression detected at elderly stage. L Mot detected
i il cell a Weak / Low
ippocampus glial cell [T5-125 N .
e pusa 4 7 I Moderate [ Medium
Strong ! High
EEEELNNRI M HFA CABO08559; HPAD19828; HPAD19829 g gt
. High expression annotated.
Hippocampus neuron [TS-1260] 2, I

=D RN HFA CAB008559; HPAD19828; HPAQ19829 &

. High expression annotated.




Acces par programme

* Toutes les données inclues dans neXtProt (expression, localisation
subcellulaire, variants et PTM) peuvent étre explorées par une
application dédiée

www.nextprot.org/rest/



http://www.nextprot.org/rest/

3- Analyse des resultats d’identification

—)

L

Résultat (1‘:' Protéines
biologique d’'intérét

Outils d’analyse
(graphes, enrichissement...)

oo

neXtprot--




Outils d’analyse de listes de proteéines

De nombreux outils bioinformatiques proposent une
analyse statistiqgue du contenu en annotation.
La plupart analysent les termes GO présents dans les

neXtProt va proposer prochainement un outil mesurant
I’ enrichissement de tout type d annotation


http://david.abcc.ncifcrf.gov/
http://david.abcc.ncifcrf.gov/

neYtprot-- Outil d’enrichissement

(beta test)

e Exemple : Liste de 49 partenaires de Lyn
* Enrichissement en UniProt KWs :
UniProt keyword Hide table
= "lf'i'{ EE Fish i Benjamini Ge
I8 Isher €ease njamini nes
KW-0597. 46 V809 1,03E-  Z233E- 1 ZBE-1Z FCGRZB EGFR BTK PTPNS PSMCS JAKZ SYK FAMS2AZ FCGR1A STATSA LILRB3 CDS NDFIFZ SCIHP PDE4A FXN HCLS1 ARAP3 CSK KHDRES1 COKN1B PAG1 INPPSD DOK1 ANKRDS4 KIT TOM1L1 TGFB111 PTPN11
Phosphoprotein 14 14 ADAM1S MUCT LPXN PPP1R154A CD72 FER CDK4 GABZ LIME1 CBL PTPRC EPOR SH2B2 CO794A MS4A2 SIRPA CD19
dKW—EI_?Z?: SH2 10 108 3,611E5 1,201E1— 3,29E-10 STATSA INPPSD PTPN11 BTK PTPNG SH2B2 JAKZ SYK CSK FER
omain
IKW-1064: Adaptive . .
LENW = Proteins 1 to 10 of 120 show |10 E| summary | details export =
structure = . P
T Tyrosine-protein kinase Lyn (LYN) [NX_P07948]
protein kinase
-1 003 Cel = Non-receptor tyrosine-protein kinase that transmits signals from cell surface receptors and plays an important role in the
et regulation of innate and adaptive immune responses, hematopoiesis, responses to growth factors and cytokines, integrin
KWW-0563: Cytoplasm 27 B .
I . signaling, [more]
binding . .
o oeee Proto. o Gene location: 8q12.1 Isoforms: 2 Variants: 14 PTMs: 20 Sequence length: 512
oncogene . . . . .
KIN-0418: Kinase g Disease: yes 3D structure: yes Proteomics: yes Tissue expression: yes Mutagenesis: yes
:('a\" 0393] bui 7
mmunoglobulin
domain
KW-0677: Repeat 24 4882 3,42Ei G, TOE-4 3,07E-3 INPPSDy ANKRDS4 KIT TGFB11 FCGR2B PTPM11 EGFR PTPNG JAKZ MUC1 SYK LPXN PPP1R15A FCGR1A LILRB3 CDS CBL NDFIP2 PTPRC FXN HCLS1 ARAP3 SIRPA CD19
KW-0389: Innate 4 143 54 Ei 5,85E-3 1,88E-2 BTK JAKZ SYK FCGR1A
KWV-0364: Palmitate 5 258 5,4-BE‘; 4,16E-3 1,43E-2 PAG1 CD36 LIME1 SCIMP MUCA
KW-0832: Ubl 12 1588 588E- 1,78E-3 §,43E-3 INPPSD KIT CBL NDFIPZ EGFR PDE4A EPOR PSMCS SYK FASLG KHDRBS1 COKN1B
conjugation 4
KWV-0440: LIM domain 3 71 B59E- 144E-2 3,97E-2 TGFB11 PXN LPXN
4
KW-0966: Cell 5 402 37SE- 1,8BE-2 4 BBE-2 PDE4A ADAM1S ARAP3 LPXN FER
projection 3
KW-1133: 22 5166 555E- 947E-3 2,85E-2 PAG1 CD36 KIT FCGR2B EGFR ADAM15 MUC1 FASLG FAMB2A2 FCGR1A CD72 LILRB3 LIME1 CDS NDFIPZ PTPRC SCIMP EPOR CO794 MS4A2 SIRPA CD19
Transmembrane helix 3
K‘n" 0067: ATP- 9 1355 7,UBEE—‘ 1,91E-2 4,76E-2 CDK4 KIT EGFR BTK PSMCS JAK2 SYK CSK FER
binding




4- Intégration des données de proteomique

Entrepbts de données —

L

___ Resultat
biologique

? .
neXtprot:




neXtprot- Vue proteomique

Function YVWHAE » 14-3-3 protein epsilon (14-3-3E) =

Medical Gene name: YWHAE anznd o (1 T > | HUi"O
Expression Family name: 14-3-3 Py .
Interactions One or more isoforms of this protein have besn shown to exist 3t protein level

Lecalisation
Sequence

Displayed isoform: Iso 1 ks
’T play change il

Structures
Processing Modifled reskiue  AllNone
|dentifiers

vaureorel 1433 peolsin emilon
Moamea resiase | L i t — H

Crossirk I I

Gene
Exons
|dentifizrs

Antioody |HPaoDBSan | |

References [REomoe )

Curated publications {35) s ~
Additiona| publications (43}
Patents ()

Submissions {8)
D=L ) Name Poshikn Lengin  Deseripion Euidence |saform Iso 1 255 as, Mass: 29174 Da, pl: 4.63
ot in wiew FASTA BLAST sequence BLAST selection

= 1 MDDREDLVYR AKLAEQAFRY DEMVESMEFLIENCISp kst L SVAYE

ez m-42 14 PApDDOLE4E2 51 NVIGARRASW RIIISIEQRE ENRGEEDELE MIREYOQMUE TELELICCDI
101 LDVLDFHLIF ARNTGESEVE YYFMEGDYHR YLAEFATGND REEARENSLY
— e 13 PApDOOTSTES 151 AYRAASDIAM TELEFTHPIR LELALNFSUT YYEILNSEDR ACRLARARTD
. 201 DATAELDTLS EESYEDSTLI MLLRONLTL WISDMQGDGE EQNEEALGDV

. Evidence 1: |[EEE [nekitProt 251 EDENQ

laticn reveals promiscuity at site level.

IMass spectrometric analysis of lysine ubi

Mol. Cell Froteomics 10, M110.003530-M110.002550 (2011) [Full text: 10, 10T 4/mep. M110.003550 ] E
[PubMed:21135048 ]

Srow smsTac
Lysine ubiquitination sites in U205 and HEK283T cells
Hie experimerial desalls

Detection method
Mass spectrometry nano LC-MS/ME.

Cell line
U20S [CVCL_0042]; HEKZSAT [CVCL_0DEZ].

Sample preparation
‘Strep-HA-tagged ubiguitin conjugated proteins pull down with Strep-Tactin Sepharose.
‘Beparation by SDS-PAGE, reduction and alkylation. Trypsin digestion, resulting in dighycine
remnant of ubiquitin attached to Lys.

Instrument/platform
Manoscale C18 HPLC coupled to LTQ Orbitrap Velos (fragmentstion by HCD) mass




Infrastructures bioinformatiques pour le
HUPO Human Proteome Project

Human Proteome Project Home  Overview  Leadership History

Ab/IHC data

STATUS WHAT'S NEXT NEWS PARTICIPANTS RESOURCES DOCUMENTS RESULTS

Mission:
The Human Proteome Project, by characterizing all 21 000 genes of the known genome, will generate the map of the protein
based molecular architecture of the human body and become a resource to help elucidate biological and molecular function

and advance diagnosis and treatment of diseases.

Overview: Documents:

The Human Proteome Project is an international project « Article on HPP Launch in Sydney 2010
organized by the Human Proteome Organization (HUPO) « White paper

that aims to revolutionize our understanding of the human * document 3

proteome via a coordinated effort by many research
Iaboratories around the world
[Read mare.. |

Latest News:
« HPP Draft web site is in progress

ﬁroteomeXchange \ e oot - s s
MS data - ~\

/identifications\
/ study metadata “‘

/ mass spec output files\

neXtprot-

Exploring the universe of human proteins

r_—a ‘ \

(2.0 Iook for insulin i all ields, find al proteins Iocated in the mitochondrion and expressed i

Raw
storage

‘ u\llH\.l i

Proteomics
Standards
Initiative
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