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Supplementary Figure

Figure S-1. Example of a DataFrame generated with panda in Jupyter to combine the
identification data with the quantified values from the phosphoproteomics experiment. This
multi-index table contains a list of 25 quantified phosphosites with multiciplicity 1 (rows)
corresponding to the control samples (columns) at the timepoint O for 3 biological replicates

and 18 technical replicates.
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