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Supplementary Figure S1. A) Scheme in Fig. 1A expanded to include details. B) 

Results from an error-tolerant dependent peptide search (MaxQuant) comparing control 

(cells without fixative) and fixed cells. C,D) Volcano plots comparing triplicate in cell and 

in solution digests. 
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Supplementary Figure S2. A) Identified features in target and decoy proteomes, 

including proportion of features matched to library. B, C) Optimising the number of MS1 

spectra to average by measuring impact on the number of features and peptides 

detected. D) An analysis of data completeness comparing DDA, DDA with a library 

(DDA+L) and MPL. E, F) ROC plots for the dimethyl (E) and isopropyl (F) decoy 

proteomes filtering against match time difference, match ppm difference and match ppm 

error. Proportions are given in %s. FDR proportion is the estimated FDR at indicated 

filtering threshold over FDR with no filter.  
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Supplementary Figure S3. A) Scheme of FACS isolation and pseudocolour plots 

showing the gating strategy to isolate the 16 cell cycle populations. B) Mean normalised 

intensities across the 16 cell cycle populations as measured by MS for cyclin A2, cyclin 

B1 and cyclin B2.  

  
 


