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Part I  S-Figure 1 and S-Figure 2  

 

 

 

 

 

 

 

 

 

 

 

 



 

 

S-Figure 1 Triplicate extracted ion electropherograms of a peptide 
(VLQATVVAVGSGGK) that was only identified in the tandem spectra from 0.3 ng cell  
lysate. The peptide’s ion intensity was extracted with mass tolerance as 2 ppm, and 
Gaussian smoothing with 5 points was applied.



 

S-Figure 2 Triplicate extracted ion electropherograms of a peptide 
(VLQATVVAVGSGGKGK) that was only identified in the tandem spectra from 3 ng cell 
lysate. The peptide was extracted with mass tolerance as 2 ppm, and Gaussian 
smoothing with 5 points was applied. 

 



 

 

 

 

 

 

 

Part II  Annotated tandem spectra of identified peptides from 0.3 ng 
and 3 ng RAW 264.7 cell lysate analyzed by the integrated CZE-ESI-

MS/MS system in triplicate runs 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



0.3 ng RAW 264.7 cell lysate_1st run 



0.3 ng RAW 264.7 cell lysate_2nd run 



0.3 ng RAW 264.7 cell lysate_3rd run 



3 ng RAW 264.7 cell lysate_1st run 











3 ng RAW 264.7 cell lysate_2nd run 











 

 

 

 

 

 

 



3 ng RAW 264.7 cell lysate_3rd run 

 







 

 

 


