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Correlation Between Protein—Protein Interaction Network and KEGG
Path Flow Network
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Al ehalE Ao Ag U EAE BASk: 7 E3E
oheFs )AL iet [1].

AR LRl el ThAe Aol Z=of ko
skl glom mig- Exsitt, T1eu KEGG = HlolH
HO|A(KEGG pathway database)®] 749 EXI5E AUA|
ARE BAste] HlolgHo]A%} slal AlZtHoR #
AElojglo] AR Aol = TiAS HAs17]of §olst
o} [2].
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EQJmoN: o] Aye Wule] B4ty 4Eag
SR A4S Ha gglon TxHoE tE Jh
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P 1T 3. MBEN SAA BA BONQG
UM-AE IREY TAL A BYA Y
KEGG 3E 32 YEQ3I

o714 A P-value o9 KEGG H=E 77
(Glycolysis/gluconeogenesis, TCA cycle, Pyruvate
metabolisma, Insulin signaling pathway, ERBB

signaling pathway, Tight junction, Focal adhesion)
£ AFEste] 24 AR 35 UEHAE 53t & 7
N Aro B9 &5 UE/AE 5318t (19 3).
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KEGG 3= 55 HEYA Holshs A4 s
E3P5= AlSS (Phylogenetic tree)S -553kal 2+ o
WSO 758 22 5SS AR (O" 4). o=
S5 UEY=e} thild 7)51te] AeRiAE 245
fletolt.
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KBGG 7ol ofshs thilase F2 ot 9l 4%
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