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search and pharmaceuticals. Recent advances in mass spectrome-
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Conclusions
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This method is an excellent general method for separating proteins for UV/MS detection.

Temperature (°C) Proteins of various sizes are separated and ionized well, giving good UV and MS signals.
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The system described is a robust system with excellent separation and analysis capabilities
for proteins.

Delta-Pak® and Symmetry® columns are outstanding for protein LC-MS. Excellent peak
shape/capacity. No protein carryover. Recovery is excellent.
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readily detected by using mass spectrometry.
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