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Supplementary figures: 

Figure 1. Overview of the experimental workflow. Same amount of starting material was 

applied to each approach in such a manner that each method was comparable. Details of the 

methods are described in the Materials and Methods part.   

Figure 2. Physicochemical Properties of Identified Peptides.   

Figure 3. Comparison of cellular component (A) and molecular function (B) of proteins 

identified using high pH RPLC, SCX LC and low pH RPLC fractionation methods.  

Figure 4. LC profile of first dimension fractionation approaches (UV absorbance at 280nm). 

 

 



 

 

 

Figure 1. 

 (A) 



 

 

 

 

Figure 2.  

 

 

 

(B) 



 
Figure 3. 
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(B) Molecular function
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(A) Cellular component



  

Figure 4. 




