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1.1 Protein experimental interaction prediction
to]Ejwo] 2 : String, biogrid, HPRD
1.2 Homology interaction prediction
tlo]E{ W o]~ : string, biogrid, HPRD sequence
databse
1.3 Donain interaction prediction HOJEJ#|o]2~ : pfam
14 A85E ZEI9 : perl scripts, perl graph
25, mysql
input : cuffdiff® gene_exp.diff
gene symbol # ensembl ID¥} expression value
/ output : cytoscape network file
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2.1 degree

2.2 betweenness centrality
2.3 clustering analysis

24 A8 Z2 : perl scripts, perl graph X .
&, R scripts wow
- input : cytoscape network file -,
- output : ZF T A degree  BC score2t

hierarchical clustering Z 3}

BC
700000
600000
500000
400000
300000 .

#Genel

#Gene2
#Gened

60
Degree

80 100 120 %

B 7SN (TRL) S/W 6 ELY( AIHIE S5 Tt ELY )




