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Abstract

Signal transduction is cellular responses for the outside various stimulaters. Reversible
phosphorylation of protein is a key mechanism for the extracellular signal flowing to
intracellular and leading to cell biological processes. The identification of various
stimulating phosphoproteins and the characterization of their phosphorylation sites
have become the hotspot. Phosphoproteomics is using proteomics approach to analyze
global phosphorylation proteins in the cell and their modified course, to observe the
state and the changes of the phosphorylation modified protein as a whole, and further
analysis of the specific phosphorylated modification of the protein on the regulation of
the vital processes and its molecular mechanism.
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