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Figure 3. Our MS-based global and phospho scans attain high coverage of the
proteome. Bar graph is extracted from Ghaemmaghami et. al. (PMID:14562106)
and represents the abundance distribution of 80% of the yeast proteome based
on immuno-detection. Lines represent the abundance-based coverage achieved
in our LC-MS/MS-based global and phospho scans (described in Section C.1).

C. 

Unique peptides                Unique genes  

Global (forward)                  32,056                              4,296 

Phosphorylated peptides (forward)                 22,061                              3,183  

Global (reverse)                  39,480                              4,594 

Phosphorylated peptides (reverse)                 21,547                              3,183 

MMS-responsive phosphopeptides                      549                                 346 
Up-regulated                                       401                  264 
Down-regulated                                       148                    95 

MMS-responsive proteins (global profile)            343                                   66 

Up-regulated                                         310                      56 
Down-regulated                                           33                      10 
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