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Chargement des données

Quelles données conserver ?

Toutes : LIMS
tragabilité compléete (normalisation)
complexe, presque spécifique a chaque laboratoire

Données directement utiles a l'interprétation des expériences
tragabilité incompléete

moins complexe et donc plus facile a faire évoluer, moins
dépendant de |'environnement technique

Comment les soumettre ?
Via une personne spécialisée (administrateur)
Par l'utilisateur lui-méme
-adapté a la plupart des laboratoires.
-pas besoin d'un environnement informatique important
-l'utilisateur est aussi le meilleur expert de ses données




iInventaire

Données non-électroniques

¥
&
sample collect protein samples

spot

image analysis, mass
spots quantification spectrometry

Data analysis and biological
intferpretations

spots matching

Données électroniques




Les problemes liés au chargement des données
1) les données non -électroniques

Saisie manuelle par les utilisateurs
fastidieux
-> risques d'érreurs
=> vérifications automatiques
=> vocabulaire controlé obligatoire

-Petits jeux de données

Collection de
formulaires WWW y
Base de

-Jeux de données volumineux /\ données
1 formulaire de A

Un fichier tableur unique
rassemblant toutes les données a soumission du
saisir de la plante a l'image fichier




Les problemes liés au chargement des données
1) les données non -électroniques

Les vocabulaires controlés (~ontologie)

Il s'agit de dictionnaires propres a une thématique et a un
ensemble d'acteurs qui les ont adopté (labo, communauté) associant un
nom (unique) a un objet (biologique).

Les noms déja en usage dans la communauté doivent tre pris en
compte (gestion des synonymes).

*Permettent d'éviter les erreurs de saisie (orthographe)

*Facilitent l'interrogation des bases de données et aident a
obtenir des réponses exhaustives

*Indispensables a l'intégration semie-automatisée des données

*Tous les champs de la protéomique ne sont pas encore couverts
*A partir d'un certain niveau de détail, les experts divergent
sur les choix des termes et de leurs définitions (caracteres

/




Les problemes liés au chargement des données
1) les données non -électroniques

Les vocabulaires contrblés (~ontologie)

J Ontology Lookup Service (OLS) - Home page - Mozilla Firefox
Eichier  Edition  Affichage  Aller 3 Marque-pages  Outils 2

f
JIZI o I_l < @1 @ ﬂl bttp: A, ebi.ac, uk fontalogy-lookup £ hd @ ok (L psi protéome

MIETCREFT -~ Services v | (BEKBUNE ginee: w0 1995 Rank: 43377 Site Repart [UK] European Bioinformatics Institute

Bl EBI u Mucledtide sequences | H
-

urcpean Bicinformatics Institute

EBI Home About EBI Groups Services Toolbox Databases Downloads Subn
HOME PAGE

Ontology Lookup Service

—Enter Ontology Term

0OLS Home Search Ontology: | Mass Spectroscopy C (PS-MS) [PSI] iv||| Browse

Biological Imaging Methods [FBhi]
Term Mame: C. elegans Development [WEls]
Dacumentation Cell Type [CL]
Cereal Flant Development [GRO]

Additional Infarmg Cereal Flant Trait [TO]
Auailability Chemical Entities of Biological Interest [CHEEI]
Erter a partial search | Dictyostelium discoideum Anatomy [DDAMNAT]
ertering in the form. Iff Drosophila Dewvelopment [FEdw]
Data thzlforct[n.cliftyﬂu ze2 ", Drosophila Gross Anatomy [FEbt]
RO redirecled 1o & page Y| Fyant (INOH) [IEY]
Mailing Lists bz while the Gere O iqo o0 Codes [ECO]
Acknowledgements Far better search res| Flvbase Contralled Wocabulary [FEow]
4'-(LAryptophan), try | Fungal Gross Anatomy [FAD]

Gene Ontology [GO]
Vou can browse an o ., o o Dieyelapmental Anatomy, abstract versian [EHDAA]
the complete ortology X .
srom which the ontole T T4MEN ngelopmental Anatomy, timed wersion [EHDA]

Human Disease [DOID]

hMaize Gross Anatomy [ZEA]

tammalian Fheno

Froject

Software

Status

Project description




Les problemes liés au chargement des données
1) les données non -électroniques

Les vocabulaires contrblés (~ontologie)

GO Ontology Browser

& [ Jnl = | Ibiological_process | Help (hide)

== | . Double-click = term to zee its
- [ = D molecular_function children. The ontology browser is i
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Les problemes liés au chargement des données

2) les données électroniques
Formats et types de données trés hétérogenes

+*0 Q9o
progenesis

PSI-ml, format
standart
im‘err]fg‘rional

CSVs, tabulé XMLs HTML Base de

données
Fichiers trés volumineux




PROTICdb

Interface de chargement des données

r i i N
2 Protic login - Mozilla Firefox g@gl

Fichier ~ Edition  Affichage  aller & Marque-pages  Outils 7

I
<ZI - LL" - I%I @ P http: S fuln.moulon.inra, fr f=bicinfo fproticdb /P rotic Shome

PROTICdb

Login

Login form to Protic

login I
password I
submit |

PROTICdL is a new web-based application designed for large-scale plant prateomic programs. This
software allows to store and query data related to: (i) the expenimental design (including plant, protein
sample description and 2D-PAGE protocol), (i) the behaviour of individual spots (in respect to
gualitative and guantitative protein expression), and (i) the identification of the proteins. Database
feeding can be achieved by uploading different formatted files ar using weh forms. The query of data
proceeds from a graphical tool that uses a clickable annotated image of the 20-gel. Links to external
databases are availahle. The biological relationship between spots (e.g. allelic variants, identical
function, post-translational modification) is defined, controlled and stored; eventually a network of the
connected spots is made available. Furthermare, to allow different experiments to be jointly analyzed
[e.g. to obtain the correlation hetween protein expressions), different types of objects (plants,
samples, gels, spots) can be aggregated. PROTICdh is based on the Cracle or the PostgreSaL
DEMS and is available upon request.

PROTICdD 1.2.1heta, mar 2008




Interface de chargement des donnée -

) DR

Fichier ~ Edition  Affichage  aller & Marque-pages Oukils 2

[,
|_V> - @ | | @ |F' http: S fuln.moulon,inra. fr f~bioinfo /proticdb /Protic fhome Ffindex. phpTzession=login &file =proti V| @ 04 |G |

d

PROTICdb homepage

User: JOHAMNM

Profic overview

Help Projects : 15
Project selectar Experiments : 18
Adrministration Plants : 81

Plant samples : 134
Controlled vocabulary AR ey

Gels : 1449
Methods Detection

experiments : 143
Gel browser Spots (detected): 174731

Cuery builder =S E sk

Credits

Support FROTICdE 1.2 1heta, mar 2006

Terming




Interface de chargement des données

©J Protic project selector - Mozilla Firefox E|@|E|
Fichier ~ Edition  Affichage  Aller & Marque-pages  Qutls 2

=

r\.
QZI - I_L,J - @ i @ |F' http: £ fulnomaoulon,inra, fr /~bioinfo fproticdb /P rotic fhome Sfindex, phpfmenu = &file=project_zeh V| @ Ok |G |

’ ’. “'-,_.'
LJ.'} xfr‘ x )

[ .
ﬂ-i*"l.J.,'.T'iJ' anh g e hany
Lzer JOHAMMN

Project
_ 4

Protic project selector

Please select a project : | BRASSICA NAPUS - PROTEOMIC MAPS v

SUBMIT
Methods
Gel brovwser
Zuery builder
Credits
Support FROTICdb 1.2 1heta, mar 2006

http: £ fuln.moulon.inra. fr f~bioinfo fproticdb P rotic fhome findex, phpimenu=&file=project_selector




Interface de chargement des données

! ) PROTICdb homepage - Mozilla Firefox M=
|
|

Fichier  Edition  Affichage  A&ller 3 Marque-pages  Qukls 7
| <}EI - I_L - @] @ F http: S fulnomoulon.inra, fr f~bioinfo fproticdb fProtic fhome findex. phptfile=project_overviemw W @ Ok @'
. .S
DA 13 PROTICdb homepage
.} el SEE
¥ L . L “ " y
Byt .;'i-. "_ . o j
,’:;pigi.?#:;uﬁ.':: inhasy
User: JOHAMM
Project BERASSICA MAPLS . .
| - PROTEOMIC MAPS Project overview
_ Plant samples : 3
P SEIESH Protein samples: 3
Administration Gels : 3
Detec'!iun 7
Controlled wacabulary experiments :
: Spots (detected) : 5455
hethods Spots (identified): 576
get a report file for an identification order
gt

Terming
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Interface de chargement des données

) New Plant - Mozilla Firefox E| @|E|
Fichier  Edition  Affichage  Aller & Marque-pages  Qukils 2

http: f fuln.moulon.inra. fr f~bioinfofproticdb /Protic fhome findex. phpimenu =form&file=create V| @ 84 |G |

.
New Plant
Plant Plant sample Protein sample Gel Gelimage
User JOHARM
Project BRASSICA NAPUS Plant update
- PEOTECOMIC MAPS .
plant/experiment
I 1802/BRASSICA NAFPUS - PROTEOMIC MAPS e
update |
Froject selectar New plant
Administration
Plant name* I
Controlled woc: — Experiment
Methods i I — M
experiment name
update | new |
Gel browser
. — Genetics
Cluery builder
Population/fline : |— b update | new |
Form bas 1= genotype I_ v update | new |
test I— » update | new |
— Cultivation , v

http: £ fulnmoulon.inra. fr f~bioinfa fproticdb fProtic shome Sindex. phpimenu=formafie=create_plant




Interface de chargement des données

©) PROTICdb homepage - Mozilla Firefox

Fichier ~ Edition  Affichage  Aller &

> - &

-
i L] :
]J"'?;J e b by

User: JOHAMMN
Froject: BRASSICA NAPLIS
- PEROTECMIC MAFPS

Logout
Froject selectar

Administration

Controlled vocabulary

Methods

feeding

S=1E

Amalkl 07T

Marque-pages  Cukils 7
@ F http: S fulnomoulon.inea, fr bioinfo fproticdb SProtic fhome findesx, phpimenu =cw &file =view_reference b @ Ok @'
F.Y
PROTICdb homepage
Controlled vocabulary
Plant Plant sample harvesting and protein sample
rotein
en o plant plant sample rank subcellular tissue harvesting stage sample concentrat
test population organ definition compartment g stage HP_ unit
Arahidopsis aTH I3 APRES ARRET
thaliana LA Algs LEAF 0-10CM  MLA LEAF CROISSANCE F6 EXCELLEMNT MGIML
Brassica napus BTH éJH%:I.SHSEENCE
SYMTHETIC M.F. BY3 0-2CM MR M A MLA P
AMPHIDIPLOID LEAF CORSTAMTE DE
LAFEUILLE B
. 3J APRES
Brassica napus
RC WS aTH CROISSAMCE
E%ELTE;;CLDID HDEM BRAIMN 97 LEAF 10-20CHM M.F. COMSTANTE DE M.F.
LAFEUILLE B
Brassica ADULT
nleraces HODEM SMOOTH F2 LEAF 12-14 CM ROOT  3J+18H
Brassica ADULT
nleraces BO F2a2 ROOT 20-22 CM STEM  ADULT PLANT
Brassica rapa ADULT YWHOLE
71 F2LIGHEE STEM G-8 Ch KERMNEL FEUILLE 4
Saccharomyces
o EAR FEUILLE &
cerevisiae MBS LEAF T-12 G ADULTE 7




Interface de chargement des données

r

©J Plant to image form - Mozilla Firefox E][E|PZ|
Fichier  Edition  Affichage  A&ller & Marque-pages Qukls 7

f.,
QEI - LL" - @ @ |F' http: f fuln.moulon.inra. fr f~bioinfo fproticdb /Protic fhome findex. php¥file =chargement_plant_image_fi V| @ 0,4 |G |

Plant to image form

plant2image (txt file) virtual spot detection (update) spot detection (newlupdate)

MS identification request (in) MS identification request (out) identification results (txt file)

Lser: JOHARM
Project BRASSICA NAPUS _ _
- PROTEOMIC MAPS Plant to image file upload

here is the excel termplate file
Help
e | BRASSICA NAPUS - PROTEOMIC MAPS v update | new |

Froject selectar Hislluze

Select your file : | Farcourir...
Administration
Submit |

Controlled vocabulary Gel image file up|Oad

Methods

Qnly jpg file can be viewed inthe gel browser.
O not submit image file from POQUEST here.

image file format I — W

Select your gel -

image file : I Parcourir..
Submit |




Consultation,
intferrogation et

export des
données




Le navigateur de
gels_ . -
Ppi-+% g +°

200000 @@
9 eee

3 NCBI

Pubhed

Search | Protein v | for
Limits Preview/Index Histor
& GenPept | Show:| 20 v| [ Sendto ] [File
[J1: P37228, Malate dehydrogen... [g11346501) BLink, Domains, L
LOCUs Pavzze 353 aa
DEFINITION Malate dehydrogenase, glyoxysomal precursol
ACCESSION P37228
VERSTON P372268 GI:1346501
DESOURCE swigsprot: locus MDHG_SOYEN, accession P37
class: standard.
created: Oct 1, 1994,
segquence updated: Feb 1, 1556.
annotation updated: Jun 15, 2004.
xrefs: gi: 169976, gi: 169977
xrefs (non-sequence databases): HSSPPO0346),
InterProIPRODO1Z252, PLfamPFOZE66, PLamPFOO00S5¢
PRCSITEPSO006S
KEYWORDS

Oxidoreductase; Tricarboxylic acid cycle; o

<

|

[ spot information
Jspotn® 1279
©- [ General
@ [ Relations
e (31279 (DVD2041611) - 3592 (GEL7DAFPBLEU)
@ [ 3592 (GEL7DAPBLEU) - 1386 (DV02121001)
[ Type : match
Y comment : Manual matching
) Author : JOHANN JOETS
[} creation date : 2004-08-16 15:41:17.0
@ [ Identification
D validated
@ [ MS details
@ [ Match 0(3)
@ [ qil1346501|sp|P37228|: MDHG_SOYBN MALATE
D MDHG_SOYBN MALATE DEHYDROGEMNASE,
) mateh score - 20.22
D 1346501 |entrez (link)
@ [ Swiss Prot Keywords / GO
) Pa7228|swiss prot (link)

©- [ Swiss Prot Keywords / GO
@ (] TRANSIT PEPTIDE

©- [ GLYOXYLATE BYPASS
©- [ GLYOXYSOME
© [ NAD
©- [ OXIDOREDUCTASE
@ [ TRICARBOXYLIC ACID CYCLE
[ PROTEIN INVOLVED IN THE TRICARE
[ 60:0006099|GO (link)
® [ Peptid (DDLFNINAGIVIK)
Y mH+ 113187
Dz:2
Dyxc:4.44
[ DettacN:0.24
ysp:1733.4
(INGEER
D Count: 21
@ [ Peptid (DDLFNINAGIVI)
@ [ gi|126896|sp|P17783]: MDHM_CITLA MALATE DE
@ [ Quantification
D Area:7.49
D Area unit
[ volume : 381889
[ volume unit
D Pic height
[ Pic height unit
D Sx
D) sy
D Sx sy unit
D Method scaling name : NO

Project : PLANT RESPONSE ...

Comment :
Organism : Zea mays F2
3 5 Plant: PT33J

Organ : 6TH LEAF
Spots : 9 {ident.) 1817 (det.)

'0""04

! 12%9 o'.
[
E o, -y
o .
e L
o 0

Institute

Project :

GluickGO

arme | Docymentation
| names/synonyms ¥ | Search
0

18 plants and microorganisms, i
2act with acetyl-Cod to form ma

-



Intégration de la base de données avec des
bases externes

Liens vers Interpro, Kegg, ..
Annotation automatisée des données

Les liens peuvent etre basés sur
Vocabulaire controlé
ID non ambigués (Sequence: embl id)
Déclarations d'expert

Exemple: annotation des spots avec les termes de la Gene
Ontology (GO)

> B ———» the Gene Ontology




= ProticA - jjoets - Association mode : ON - type : multigenic family Y 1. d
. File Yiew Mode Association Tools Help . Le nav l 90 eu r‘ e

20D050101

[ Exported data :
spot_num:spot_soft_num dolume) | 1101701 01:PROCBILLESEGM: MO | 1TDBD 9 ls
Zoom levelfiga11494 A3GT ] TUL TS ;
1451168 36716 1] Plant name : F2
3961216 16536 1] Organ name : 6TH LEAF
484702 12077 1] Project name : PROTICDE...
1a71:14 ] 47 Number of identified spot : 0
231:7048 1] 26158 Mumber of detected spot : 2046
3801014 ] 81762
174827 17604 1]
11641008 9625 1]
2311340 3024945 1]
359386 2064 1]
1199:513 1918 1]
164326 TEED 1]
1689507 1] T
9771323 2244 1]
BYETT2 ] 47
aryro T3IN3 1]
825312 4394 1]
112002 F2745 1]
15805349 ] A9
1391290 26343 1]
aa7HTH 2349 1]
244404 ] A5G
313684 1] a3a|en
T0467H 24156 1]
-~ |200:257 4524 1]
1685761 1] ana
133117 1] 1856
16331017 22485 1]
962196 1] GEY
671582 1] a8z
BT 31626 12384 1]
3281638 10002 1]
3991628 28840 1]
g492:1309 FY93 1]
Ar0414 10830 1]
12454049 1307 1]
4« Ionos7e 0 3888
: I EIHIE [




Consultation, interrogation et exportation
des données

espace de
stockage des
données

BioWorks

ProteinLynx GS—, MzData

LaunchPad
\ 4

Dépbts publiques
de données




Le Query Builder

) PROTICdb query builder - Mozilla Firefox
Eichier  Edition  Affichage  Aller &  Marque-pages Outls ¢

P,
QEI - LL" - %I @[ |F' http: f fuln.moulon, inra. fr f~bioinfo fproticdb /Protic fhome findex . phpimenu=&file=query

PR

..,;JH"’:.I’ ;J.-IJ... bl
User JOHAMNM
Froject: BRASSICA MAPUS | open guery builder tutarial

- PROTECMIC MAPS -
You are searching for : E spots §|'V go |

CTTE—
|
prote
protein samples

Project selectar plant samples
: plants

PROTICdb query builder

Administration

Controlled vocabulary

Methods

Gel browser

Query builder

nased f




Le Query Builder

©J PROTICdb query builder - Mozilla Firefox
Fichier ~ Edition  Affichage  Aller & Marque-pages OQutils 7

@ F http: S fuln.moulon.inea, fr ~bicinfo fproticdb SProtic fhome findex, phptfile=query

: : PROTICdb query builder
Q7R
User JOHAMNM

Froject: BRASSICA NAPUS | open guery builder tutorial
- PROTEOMIC MAPS You are searching for spots meeting following criteria :

Logout Select criterium | MS identification %

Spot properties
FIrIZI_iEfI_Zt ?—iFflEl::tl:lr add to query Mz_st:r sgut pruperﬁes
Froject
Gel
Gene Ontology
Controlled vocahulary Gel image

Frotein sample

Methods Plant sample
Flant

Administration

Gel browser

Ciuery builder

Form based feeding




Le Query Builder

) PROTICdb query builder - Mozilla Firefox
Fichier  Edition  Affichage  Aller & Marque-pages  Outils 7

QZI - I_[: - @ - @[ | F httpe S fulnomoulon,inea, fe f~bicinfo fproticdb fFProtic fhome findex, phpffile =query V| @ Ok |@' |
- - .8
DA {TS PROTICdb query builder
4 5 f=" . T “'..__.'
!J.-'}.}:ir.‘ ': ol ¥ ..‘| 8 .j
'li'i-:“llﬂ."."‘ *I’ - MEH it PR R
User JOHAMNM
Froject: BRASSICA NAPUS | open guery builder tutarial
- PROTEOMIC MAPS You are searching for spots meeting following criteria :
MS identification
_ Protein/gene name (PFK): kinase
Help
J Protein/gene description (Phospho-Fructo Kinase): I MS method: | — hd
FmJEI:t selector Include identification from manual matching : ]
Administration ' -
number of matching spots : |25 display |
Controlled vocabulary Additional criterium I MS identification ¥ Operator W
add to query | add as a subquery
back |
e

Terming




Le Query Builder

©J PROTICdb query builder-report settings - Mozilla Firefox

Fichier  Edition  Affichage  aller &

Marque-pages  Oukils 7

http: ffuln.moulon.inra. fr f~bioinfo fproticdb /Protic fhome findex. phpfile =query V| @ ik |G

User: JOHAMNM
Project: BRASSICA NAPUS
- PROTECMIC MAPS

Logout

Froject selector
Administration

Controlled vocabulary

Methods

PROTICdb query builder-report settings

— report format

master spot report ® spot report O

—choose data to display

master spot number numbering system spot software number spot manual number
spot coordinates x v

MW (obs) pl (obs)

volume normalized volume area peak height

protein/gene name protein/gene description

unckeck all |

displayinlhruwser w Submit |

back to query builder I

Terming




2 PROTICdb spot report - Mozilla Firefox I e Quer'y B u i l der.

Fichier ~ Edition  Affichage  #&ller & Marque-pages  OQutls 2

[,
<4]E| - I_L" - l%] @ F http:/fuln.moulon.inra. fr f~bioinfo fproticdb /Protic fhome findex. php?file=results_spot b @ ak |G

PROTICdb spot report

back to report settings | back to query builder I

spots 1-25 of 25 next |3I] previous |

spiot =pot rmaster . .
- | o | i My 7ol numbering | normalized peak -
software manua p gel narne image narme 3 W (obs) pl [obs) systern volurne volume ares height proteindgens narme
ndmber  number  nomber
LEAF - LEAF - LEAF - * AT1G3IZ060
SYNTHETIC SYMNTHETIC SYHNTHETIC PHOSPHORIBULOKINASE (EC
1193 L1147 1193 BRASSICA BRASSICA 200 1014 41021 48847 BRASSICA 115433 0.199629 TAT 2.7.1.19) PRECURSOR LIKE
MAPUS NAPLS NAPUS PROTEIM
LEAF - LEAF - LEAF -
* AT4G0A3Z0
SYNTHETIC SYNTHETIC SYHNTHETIC
1904 L1996 1904 BRASSICA BRASS|CA 2395 2393 14619 636375 BRASSICA 311907 0.0539407 2249 :ILI:II;;IIEEDSIDE-DIFHDSFHATE
HAPUS HAPUS HAPUS
ROOT - ROOT - ROOT - « AT1GZ0950 PUTATIVE
SYHNTHETIC SYHNTHETIC SYHTHETIC PYROPHOSPHATE-DEFEMDEN
426 R367 426 BRASSICA BRASS|CA 2650 452 G52 16 G G075 BRASSICA 3182.83 0.01282 3.24 PHOSPHOFRUCTOKINASE
HAPLUS NAPLS NAPLUS ALPHA SUBUNIT
ROOT - ROOT - ROOT -
SYNTHETIC SYNTHETIC SYHTHETIC |
582 RE47 582 BRASEICA BRASE LA 1759 535 61294 5 20645 BRASSIC A A419.82 0.0373422 .44 = ATSGOSST0 PYRUMATE KINASE
MAPLUS NAPLS NAPLS
ROOT - ROOT - ROOT -
SYHNTHETIC SYHNTHETIC SYMNTHETIC = ATIGO9820 ADENOSINE KINAS
1224 R1047 1224 BRASSICA BRASS LA 1256 anz 42367 622539 BRASSIC A 3184911 0.128453 439 LIKE PROTEIN
HAPLUS NAPLS NAPLS
£ >

Terming



Prochaines versions de PROTICdb

Correction de bugs

Formulaire unique pour la soumission de tous les types de
données

Outil de consultation des spectres de masse annotés

Amélioration des outils d'édition et de suppression des
données

futures versions de PROTICdb

Stockage des résultats d'analyses statistiques

Elargissement de l'intégration de données
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LEEME Lab Home

LUMR GW Horne

Bioirformatics

Genetic mapping

Froteamics
PROTICAD

Genomics

Cours [french anly]

Links

Malecular Biology

MOULON  PROTICdb est disponible

Génétique
= végétale umr

el 517 gratuitement
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PROTICdb: a plant 2-D PAGE database
Froject leader Johann Joets {contach
Frojectteam Olivier Langella, HElEne Denos, Thomas Leboucher, Pierre Montalent,
Gy Decoux, Thierry Balliau, Michel Zivy

Froject previous staff Gwenn Houel, Luc Moreau, Luc Megroni, Delphine Wincent, Johan
members Bordeau
Froject collaboratars Héléne Ferry-Durmazet, Antoine de Darovar (CBIB, Bordeauy, France)

Celine Lalanne, Christophe Plamion (MRS, BIOGECO, Cestas, France)

FROTICE is a web-bhased application mainly designed to store and analyse plant proteome data
ahtained by two-dimensional polvacrylamide gel electropharesis (2-D PAGE) and mass spectrametry
(MS1. The ohjectives of PROTICdR are twofold: 10 to store, track and gquery information related to a
proteomic experiment, e, from tissue sampling to protein  identification wia the guantitative
measurerment of protein accumuolation by image analysis, 2/ to integrate information from the user own
expertise ar other sources into a knowledge base, and support the interpretation of the data (e.o.
function, post-translational modification, allelic variant determination..). The inserdion of data into the
relational databhase of PROTICAR is achieved either by direct upload of output of widely used image
analysiz and MS identification or by filling web forms. 2-0 PAGE annotated maps can he displayed,
gqueried and compared through a graphical interface. Links to external databases are availahle.
Ciuantitative data can be easily exported into a tabulated formmat for statistical analyses. PROTICAD is
hased on the Oracle arthe PostgreScL DataBase Management Systerm (OBMS).
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FROTICdE 1.2 s now available.

This new wersion includes an advanced gquery builder tool. [t is now possible to search for protein,
sample, gel, .. according to & large number of criteria. A flash tutarial is provided, describing the main
functionalities of this new tool.

The gel browserwas improved (faster gel image loading).

FROTICAE 1.2 will be presented atthe Swiss Proteomics Society 2005 Congress, Zurich, Switzerland.
The PROTICdb poster is available here.
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