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Conclusions 
 
This method is an excellent general method for separating proteins for UV/MS detection.  

Proteins of various sizes are separated and ionized well, giving good UV and MS signals. 
 
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. 
 
RNase A does not ionize well but we were still able to get a good MS signal with this 

method.   
 
While contaminating protein degradation products are not readily detected by UV, they are 

readily detected by using mass spectrometry. 
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The UV, MS, and MaxEnt1 Data for the separation of  RNase A, Bovine cytochrome C, Horse Heart 
Myoglobin, and Carbonic Anhydrase 

A) Total Ion Chromatography of the Separation of a four protein mixture on Delta-Pak® C18 column.     
B) The corresponding 280nm UV Chromatograph recorded concurrently with the MS TIC                

Chromatography.  
C) The horse heart myoglobin protein charge envelope from the combined ion spectrum over the peak. 
D) The MaxEnt1 process spectrum of horse heart myoglobin 
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