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Table S1. Quantitative MS experiments performed in this study. The yeast strain used and growth

phase (exponential phase (EP), stationary phase (SP), or growth-arrested (GA)), SILAC labeling

scheme (L=light, M=medium, H=heavy), total sites identified, and the number of sites identified

from a reversed sequence, decoy database is shown. The estimated false discovery rate (FDR) is

calculated from the frequency of decoy sites identified in the data set (Elias & Gygi, 2007).






