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Supplemental Data S2, Related to Figure 6  



Supplemental Data S2: qRT-PCR confirmation of yeast tiling array data 
Reverse transcriptase qPCR was performed on total RNA using SyBr Green. Melt curve was performed to ensure primer specificity and relative 
abundance is plotted for CUTs and ORFs. Error bars represent standard deviations from a triplicate set of experiments and differences tested using 
Student’s T test.  




