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Figure S1. Heat map of a representative 1536-well plate before and after the 

normalization process. Wells outlined in blue (column 01) and red (column 02) boxes 

contain negative and positive control peptides respectively, while the wells outlined in 

yellow contain either DMSO alone (column 25 and bottom of column 26) or a titration of 

the SSBct positive control peptide (column 26, top). Before normalization (left), a 

markedly increased signal was noted in the top row of each plate, as well as a vertical 

signal gradient down the plate. Both problems are resolved after normalization (right) 

without altering the pattern of hits. 

 



 


