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1.3. @A Azto] YIEY A (protein—protein
interaction network)
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1.5. Network for drug target discovery
AshiE Hgel 2o Al F shie Fuetel 4HAL
targetS ZH= dolth MEA|2ES] TRl BAE2 VIE AR
4% Q=] 9] wfiZeol FHke] A A targeto] ZFHA
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1} Apply diverse 2) Measure ANA 3) Learn network

treatments to cells

expression for model
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Phase 1
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5} Mgasure RNA
expression

8) Filter data
using modet

7y Compound targets
identified

4) Treat cells with
test compound

1% 2. Reverse-engineering network modeling %'H (Nat.
Biotechnol., 2003).
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a3 3. urEEQ HEA 2~ BU(FEBS letter, 2005).
1.6. Al28l= BE3} (systems biology)
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W APA DR A (E—cell project)§ A28
Z AL A7 #HAE stetn vk (Kosen, 2005).
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