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Figure S8: Validation of the PRO-seq normalization method used in our study. (A) Correlation
plots between PRO-seq gene body reads of the NHS condition and all other time points after HS
treatment for 9452 genes. The Spearman’s correlation coefficients are shown in the plot. The gray
lines represent a 1:1 fit. (B) Correlation matrix showing the Spearman’s correlation coefficients for
all combinations of time points. The correlation was calculated as in A for each individual sample.
(C) Correlation plots between PRO-seq gene body reads of the LacZ-RNAi NHS control and all other
treatments and conditions for 9452 genes. The Spearman’s correlation coefficients are shown in
the plot. (D) Correlation matrix showing the Spearman’s correlation coefficients for all
combinations of RNAi treatments (LacZ, HSF and GAF) and conditions (NHS and HS). The
correlation was calculated as in C for each individual sample.



