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Figure 4 | H2A.Z.1 controls Pre-initiation complex (PIC) recruitment at promoters. a. Single 84 

gene plot (Ubb) of RNAPII ChIP-nexus profiles over the course of Triptolide treatment (No TRI, 85 

10 min, 20 min, and 40 min). RNAPII density is displayed both in the positive (blue) and negative 86 

(red) strand. Initiating RNAPII is highlighted in yellow. b. Boxplots measuring log2 FC (dTAG-13 87 

vs Control) of initiating RNAPII over the course of TRI treatment. Significance was calculated 88 

using a Wilcoxon rank test. Schematic diagram displays ChIP-nexus RNAPII metaplots over the 89 

Transcription Start Site (TSS) whereas the dotted box denotes the area we used to quantify 90 

initiating RNAPII density (n = 3,298 genes).  c. Single gene plot (Eif4a2) of TBP, TFIID, RNAPII 91 

ChIP-nexus profiles in Control conditions. ChIP-nexus density is displayed both in the positive 92 

(blue) and negative (red) strand. Initiating RNAPII, and PIC are highlighted in yellow. d. Metaplots 93 

of TFIIB ChIP-nexus in Control conditions with (“TRI 40min”) or without (“No TRI”) triptolide. e. 94 

Metaplots of TFIIB ChIP-nexus in H2A.Z.1-depleted (dTAG-13) conditions with (“TRI 40min”) or 95 

without (“No TRI”) triptolide. f.  Boxplots measuring log2 FC (TRI 40min vs No TRI) TFIIB density 96 

between Control and dTAG-13 in an area 250 bp upstream of the TSS (n = 3,095 genes). 97 

Significance was calculated using a Wilcoxon rank test. g.  Schematic diagram of how H2A.Z.1 98 

controls proper execution of transcription programs. H2A.Z.1 blocks recruitment of the PIC and 99 

also widens the barrier for elongating RNAPII by promoting a more paused state (left panel). In 100 

the absence of H2A.Z.1, PIC is recruited faster while RNAPII is released in a faster rate from the 101 

promoter which is accompanied by faster NELF dynamics (right panel).  102 
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