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density based fractionation technology (Edge? ) for proteomics sample
preparation to reduce sample complexity and to increase the possibility
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» Rat tissues were homogenized, fractionated using Edge 200 separation
system and samples from each fraction were subjected to Western analyses.
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Fractionation with Edge 200 Separation System protein isolation and enrichment, biomarker discovery, as well as information on subcellular location.
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* Further investigation needed to explore the biological roles of those unique proteins identified in 2D gel analysis. Prospect Blosystems, LLC
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