C-19

23 6 24

34315

2009 2010
21770219

Spatio-temporal analysis of the inositol phospholipids-induced protein
phosphorylation
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The structure and dynamics of inositol phospholipids signaling networks gives cell
proliferation, apoptosis, cytoskeletal regulation and vesicle trafficking process. These
inositol phospholipids signals are very complicated. Here, we introduce network biology
and some of its associated technologies. We then focus on the protein phosphorylation
signaling pathway and how this has implications for biomarker of cellular process.
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