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MALDI-TOF MS | NanoES-MS/MS | NanoLC-MS/MS | LC/LC-MS/MS
No use of gels Very poor poor Good Very good
Use with 1D gels Good Good Very good Fair
Use with 2D gels Very good Very good Good Poor
Throughput Very high Poor High High
Sensitivity Very high Very poor High Fair
Dynamic range Poor Fair Good Very good
Mixture analysis Fair Good Very good Very good
Robustness Very high Fair High Fair
Special expertise Low Fair High High

(Eur. J. Biochem 2003)
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Yeast two-hybfid system
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Protein chip
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GST-pulldown

Mass spectrometry

FRET analysis
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4.3.2. Yeast two-hybrid system
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% In 2002 | %6 In 2004 | % In 2006
Drug discovery 109 106 121
Informatics tools | 105 81 75
Platforms 52 A4 5.7
Protein chips 143 181 216
Reagents 40 31 27
Services 51 57 53
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