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FIG S5. Representative raw intensities of the UV-upregulated CSN phosphopeptides. Raw data 3 

were analyzed by the TransOmics software, which aligns the data and performs peak detection. 4 

Examples of the phosphopeptide peak intensities, detected in control and UV irradiated samples, in 5 

the nucleoplasmic (N) and chromatin (Chr) fractions are shown. Since the data was acquired on a 6 

high-resolution mass spectrometer, each peptide is represented by a cluster of peaks (indicated by a 7 

line that surrounds the cluster), which are the different isotopes of corresponding peptide. The 8 

quantitative differences between the samples can be clearly seen when comparing the control and 9 
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UV samples. The most probable phosphorylation site on each peptide, as calculated by the Mascot 10 

software, is highlighted in bold. 11 


