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Figure 1. Scheme of proteome analysis
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Figure 2. Strategies of proteome identification.
A, Denaturing 2—D gel electrophoresis,
B, Non—denaturing 2—D gel electrophoresis.
C, Immuno—affinity chromatography followed by SDS—PACE,
D, Multi-dimensional chromatography.

E, Organic solvent fractionations of hydrophobic proteins.
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 Proteomic analysis of trees
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Figure 3. 2—D Fluorescence difference gel electrophoresis
(DIGE)
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