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Validation

All data presented in this study are provided in the article and supplementary material or available from the corresponding author upon request. Transcriptome
data is available from GEO (accession code GSE157420), whole genome sequencing data from NCBI Sequence Read Archive (PRJNA659232) and structural data from
Swiss Model Repository (Q76NM6). Code used to analyze data are available at GitHub (https://github.com/Ash-bot/Beehive-inhibition-plots).

NA, chemistry was limited to number of compounds in box. All other samples were associated with parasitaemia used in the different assays
performed, and each assay was performed in at least 3 biological independent experiments.

No data was excluded

All experiments performed in at least technical duplicates for with biological replication throughout, in the majority of instances with at least
three independent biological repeats (with technical triplicates in each biological repeat). All replicates were successful.

Not applicable for the study design which was dependent on a standardised compound assay cascade

No data was blinded in any of the assays performed, identities of the compounds assayed was available from the start.

Anti-H3K9me3 antibody (Abcam ab8898), Anti-H3K9ac (Abcam ab4441), anti-H3 core (Abcam ab1791) and goat anti-rabbit
horseradish peroxidase (HRP)-conjugated secondary antibody (Abcam ab6721) .

The primary antibodies Anti-H3K9me3 antibody (Abcam ab8898), Anti-H3K9ac (Abcam ab4441), anti-H3 core (Abcam ab1791) were
all validated for use against Plasmodium falciparum, with citations: Bunnik EM, et al. Changes in genome organization of parasite-
specific gene families during the Plasmodium transmission stages. Nat Commun 9, 1910 (2018); Coetzee N, et al. Quantitative
chromatin proteomics reveals a dynamic histone post-translational modification landscape that defines asexual and sexual
Plasmodium falciparum parasites. Sci Rep 7, 607 (2017).




