
Supplemental Figure 4: Overlap of identified genes with previous large-scale 

studies.  A Venn diagram illustrates the intersection of genes identified in this study as 

delaying cell cycle progression when overexpressed with those genes identified by Sopko 

et al. [1] and Stevenson et al. [2].  The intersection is statistically significant (p < 0.05, 

hypergeometric probability), but small, likely due to differences in the screens 

themselves (e.g., selecting genes for analysis based on overexpressing-induced growth 

defects [1,2] versus comprehensive flow cytometry), in the overexpression strains used, 

and in the presence of epitope tags (e.g., such as by addition of protein A tags to the 

proteins analyzed in this work). 
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