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A.

B.

Fig. S1. Biological processes regulated by H3K9ac and the relationship between PfGCN5 coverage and expression after KD. 
A. Bar graph shows GO enrichment analysis of H3K9ac enriched genes at the schizont stage, revealing many biological processes that are
regulated by H3K9ac. The light and heavy green bars indicate the expected and enriched number of genes in the different pathways,
respectively. B. PfGCN5 enriched genes (GCN5 binding) were generally not downregulated compared to other genes (All) upon PfGCN5
knockdown.
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C.
Fig. S2. Other PfGCN5 enriched motifs. A. Other motifs were 
identified in the GCN5 peaks besides the major ones in Fig. 6. B. 
Other motifs were identified in the top 5% PfGCN5 coverage in 
5’UTRs besides the major ones in Fig. 6. The E-values are placed 
on the right side of each motif. The name of AP2(s) whose binding 
motifs overlap with the identified motif were listed under each motif. 
AP2-LT# denotes its binding motif identified by in vitro protein-
binding microarrays (PBMs) not by in vivo chromatin binding motif 
search. C. PfGCN5 peaks were colocalized with the peaks of AP2-
11A, which was also named AP2-P. The gray line denotes AP2-11A 
signals at the sites other than PfGCN5 peaks. 
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Fig. S3. H3K9ac enriched motifs. A. Motifs were identified in the GCN5 5’UTR peaks. B. Motifs were identified in the top 5% H3K9ac signals in 5’UTRs. The 
E-values were placed on the right sight of each motifs. The name of AP2(s) whose binding motifs overlap with the identified motif were listed under each motif.
AP2-LT# denotes its binding motif identified by in vitro protein-binding microarrays (PBMs) not by in vivo chromatin binding motif search.
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