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Figure S1: Biological replicates of PRO-seq libraries were highly correlated for both promoter and gene body
regions. (A, B) Correlation plots between PRO-seq reads of biological replicates for the different RNAi treatments
(LacZ, HSF and GAF) in (A) gene body (200 bp downstream of the TSS to the polyadenylation site) and (B) promoter-
proximal (150 bp upstream of the TSS to 150 bp downstream of the TSS) regions for 9452 genes. The Spearman’s
correlation coefficients are shown in the plot. The gray diagonal lines represent a 1:1 fit. (C, D) Correlation plots
between PRO-seq reads of biological replicates for the different time points after HS treatment in (C) gene body and
(D) promoter-proximal regions for 9452 genes. The Spearman’s correlation coefficients are shown in the plot. The gray
diagonal lines represent a 1:1 fit.



