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L'interactomique est l'etude des voies de
signalisation intracellulaire induites par les
proteines. Elle consiste a lister les protéines
existantes dans les bases de donnees, possedant
des interactions avec d'autres protéines. Ces
interactions sont genéralement déemontrees
experimentalement et peuvent étre interpolees
entre especes. L'interaction Protein-protein peut
étre plus precise et devient une interaction
domain-domain.
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La radiorésistance est
due:

1. Neutraliser les *OH
2. Détecter et réparer les
cassures de 'ADN
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Methodologie
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Principe et méthodes

Bases de données

Interactome Proteome
P 1 Protéine 1
E31-F|’342 P2 Protéine 2
P3 Protéine 3
Protéine 4 Protéine 4
P 1001 — P - -
946 P 1001 Protéine 1001
Pn—PN-2 P 42600 1581 Protéine 3181
page
Nos
Interaction Squlelgces Sequenceso
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Séquence de proteine

>DR_A0368-Q9RYFO
MSHALRPLCPPPEQFRPHDGRRPVVVASCSTQAPALLVLSHLRWNFVFQRPOHLMTRAARTRRVFFIEEPV
FGEDADRLEMVTDASGVTVCTPHVESGHSPAESQARTARLLTQLVQSEGLDTYDLWVYTPMELPVAAGLTP
RLTVYDCMDELANFRGAPPELREREQQLFEQAGVVFTGGHRLYEAKCLOHGNVYPFPSSVEVEHFAQARQD
LADPADQRELPRPRLGFYGVIDERFDTALIGELARRRPEWQIVLLGPVVKIDPAELPOAPNLHYLGQOKTYA
ELPQYLAHWDVALLPFALNPSTEFISPTKTPEYLAAGVPVVSTGIRDVIRPYGEGEMVRVADGVDAFEAAC
AAALDEAGTAQATERQQRADAYLAGLSWDRTWNEMQAAMESAVOTQQSAAPAPLRESADD
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Methodologie

Mettre la base de donnée de séquences en format avec la commande
suivante: formatdb -i nom-du-fichier

58 proteins.txt .
dip20080918B.seq
i dip20080918B.seq.phr
dip20080918B.seq.pin
58 proteins.txt > dip20080918B.seq.psq

sans_chariot formatdb.log

blastall -p blastp -i <fichier séquences> -d <fichier database> -o <fichier output>

Query= DR A0361-Q9RYF7
(375 letters)
Database: dip20080918B.seq
42,562 sequences; 23,571,726 total letters

SEAIrCRINg . « vttt e e e done

Score E
Sequences producing significant alignments: (bits) Value
dip:DIP-14663N|refseq:NP_215755 87 4e-17
dip:DIP-38858N|refseq:XP 001713086 |uniprot:013779 64 3e-10
dip:DIP-1184N|refseq:NP_014511|uniprot:Q08269 51 2e-06

12
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Methodologie

Blast 1

Query= DR A0361-Q9RYF7/
(375 letters)
Database: dip20080918B.seq
42,562 sequences; 23,571,726 total letters
SEANCRING . o v it e e e e done

Sequences producing significant alignments:
dip:DIP-14663N|refseq:NP 215755
dip:DIP-38858N|refseq:XP 001713086 |uniprot:013779
dip:DIP-1184N|refseq:NP 014511 |uniprot:Q08269

i

Score E

(bits) Value
87 4e-17
64 3e-10
51 2e-06

Blast 2 = filtration de Blast 1: on récupeéere que le meilleur score

Query= DR A0363-Q9RYF5
dip:DIP-14862N|refseq:NP 215948

Query= DR A0361-Q9RYF7
dip:DIP-14663N|refseq:NP_ 215755

Query= DR A0338-Q9RYH5
dip:DIP-6518N|refseq:NP_ 013332 |uniprot:Q05979

369 e-102
87 de-17
114 3e-25

13
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Methodologie

Fichier 1 = Blast 2

Query= DR A0363-Q9RYF5
dip:DIP-14862N|refseq:NP_ 215948 369 e-102
Query= DR A0361-Q9RYF7

87 de-17
Query= DR A0338-Q9RYH5
dip:DIP-6518
Fichier 2 = base de données interactomique DIP
DIP-1E DIP-328N Q07817 NP 612815 DIP-232N Q07812 3 DIP-110851X:SS DIP-1X:SS DIP-93495X:SS
DIP-2E DIP-1043N P10415 NP 000624 DIP-14663N P04049 NP 002871 3 DIP-108783X:HT DIP-76062X:SS DIP-2X:SS
Fichier 3 i
Query= DR _A0361-Q9RYF7-
DIP-2E DIP-1043N P10415 NP 000624 DIP-14663N P04049 NP 002871 3 DIP-108783X:HT DIP-76062X:SS DIP-2X:SS

v

14
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blast 3

DR _A0338-Q9RYH5 -DIP-6518N
DIP-11720E DIP-1235N P06243 NP 010267
DIP-63815E DIP-6518N Q05979 NP_013332

DR A0178-Q9RYX6 -DIP-25285N
DIP-81944E DIP-25285N 017892 NP 502747

DIP-6518N
DIP-2238N

DIP-26974N

Q05979 NP 013332
P39940 NP 011051

QO9N3T2 NP 491168

DIP-14154X:HT

DIP-109393X:HT

15
vbuntu



Exemple de résultats

OIP:41860M.
DIF-41665N-DNA polym

o

DIP-31B56N-Thioredoxin-1
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OiP-41672N DR_1274iBIPs 18414
DiEBaen .
o o ez DNA checkpoint (G1/S)
DIP:1957-POP2
DIP:4188N-ROD1
DIP:1243N-probable FNA helicase DHH1 owspasn DIP-44414N
DIP: J2B8N-decapping enzyme rilihs: oiPhasn
DIF:611N-DNA-directed RNA polymerase Il 6 2 DiF s cuF i 1N DIP40a27N
DIP:1307-suppressor protein SPT23 - s 2 -
oirdlon S £ DIP-883N-Topoisomerasell OIP:38278N DipgeN DIP:31225N | D)f:444130
DIP-2271N-HTRY oI ddsa1
Ligase o.q.f
DIP:2238N-E3 ubiquilin-protein ligase ASPS \ 2 DIP:443030 Dipggan
DIP:2231-GTP-binding-Frotein-SAR1 > eal-body rod protein
DIP2257N el DIP38188N_—~_Dipsa1277N\Elengation factor 1-alpha 1 DIP:44439N-Fiagslihy basal-body rod g
DiRig7aN DIFiZS0zN DIP:2328:HSP_ST\1 | g Mg N OiP:44392N
DIPi7adN EAF{SS1Ndnsk trys geculs chapérons ECM1D NS DIP:242¢4RNP 53-Binding protein Mdm2 DR 1666-DIP:44420N-ulieharacterzed protgin | N
DIF:E312N A i DIP-44350K y DiPid4a42N
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orizen Signal transduction oo
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DR_A0338-DIPES18N. eninase | DIP:44447N oip:iateafl 2
338-DIPEBIBN-Kynuren DIP:a3202N - DIPA7275R DIPAT7STSN
DIP:1839N Ubiquitin i DiPi2ase1N \ |
DIF:E304N DR_AG335:DIP:1235N-COC7 DIP:344420-rafig@roteln AAD2S DIP:18738N DIP:18482N DIPAT799N
i
/ oo IPiRYIN OlP@posy) DIP:18745N oiRdgzeoN | DIP-A7781N
DIP{G46EN DIP:7760N
DIP:24214N | oipAsIzri
DIP:1244-GDG53 DIPA8101N [
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CIP:249440 DIPA7107N DIP:21085N
DIP 248541 DIP2TaZIN
= DIP:25877N DIFgPIIN DIRAB2ERN. o e
DIP:2682N-se{ftnr Kinases SN Sirrass 1N
DIP:25298K \ DIP:25964N-cyclin-dgpendent kinase regulatory subjinit DIF18218N DIPA7ISIN diP:A7sa6N
DiPE5asN
«PiF26766n | DIP2T04SN P26515N iRy
Dipgyea F26251N DIP:26521N, DIp2ob2ep
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Download Cytoscape 2.6.3!

2.6.2 Release Notes »

I I e e e e N O T

About Cytoscape Download Cytoscape

Download Version 2.6.3

(Requires Java SE S or

Java SE B)

2.6.3 Release Motes »
Read more »

Online Tutorials Manual Developers
Get Started with the HTML format or PDF Roadmap Javadoc APl
expanded Cytoscape format, explains all basic Wiki
online tutorials. Eight features of Cytoscape. Get :
tutorials describe Acrobat reader Graph INterface librar¥
Cytoscape from basic (GINY)
operation to detailed plugin Download Source from SVN
operation.
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Installation du Plugin MiSink ,“\

DIP SOFTWARE: MiSink Plugin

Overview [ Installation |User Guide|D0cumentatiDn|FAQ

Help

To install MiSink plugin on your computer follow the steps below:

1.

2.A.

Install the most recent version of Cytoscape.

MiSink is an add-on module for Cytoscape and therefore proper installation of Cytoscape is

compulsory. Please, try to remember the directory Cytoscape will be installed as this
information will be needed later on.

NOTE: In case Cytoscape has been already installed, please, make sure it is version 2.3 or

above and check what directory it has been installed in.

Cytoscape version 2.5 and newer:

Open Plugins->Manage Plugins menu within Cytoscape and select 'Change Download Site'.
Click on 'Add Site', chose 'plugins’ (instead of 'networks') within the top pulldown and click on

'Add".
Enter a name (arbitrary - DIP, MiSink, whatever...) and URL.:

http://dip.doe-mbi.ucla.edus/misink/cplug.xml

then click on 'Add' followed by 'Ok’ within Network manager dialog.

Select the name you used in the 'Plugin Downloads Sites' dialog and click 'Ok'. There should
be now one plugin listed as available for download - unfold the folder tree to get to MiSink

plugin, select it and click on 'Install'.

o~

tu
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