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Signal transduction pathway extraction by information of
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[Fig.1] modeling signal transduction networks by

I.
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endosome,nuclear periphery,ER ,vacuolar

membrane, spindle pole, vacuole,
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Location Number Location Number
nucleus 1455 Golgi 43
cell
160 microtubule 20
periphery
bud 73 bud neck 98
lipid particle 23 endosome 49
nuclear
early Golgi 55 61
periphery
ER to Golgi 6 ER 296
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cytoplasm 1821 60
membrane
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actin 32 Vacuole 163
peroxisome 21 mitochondrion 527
late Golgi 46
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Scoring the pathway

[fig. 2] scoring process(Mid2-RIm1)
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