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Surface Capture by Mass Spectrometry
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Figure 2. Differential expression overlay. Representative spectral profiles comparing the four sample treatments. enrichment from ProteinChip arrays via TOF/TOF analysis_
Data from CM10 arrays, CHCA matrix is shown. The PCA plot (inset) demonstrates clear separation between the
Figure 1. ProteinChip arrays, array preparation, and TOF data collection. control and +sugar groups, with some segregation between sugar types.
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