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Figure S1 Total ion chromatogram of phosphoproteomic analysis. Chromatograms of 

samples prepared with centrifugation protocol (Figure S1A) and acetone precipitation 

protocol (Figure S1B) were shown. Red dotted lines indicate number of identified 

phosphopeptides per minute. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


