©
2020 2022

Mechanisms for regulation of transcription factor activity that determines the
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A comprehensive search was conducted for genes targeted for regulation by
unique transcription factors with RNA-binding domains of Plasmodium falciparum. As a result, surface
antigen genes and metabolic factor genes were identified, suggesting that the expression of genes

involved In the fundamental functions of Plasmodium falciparum, such as antigen polymorphism
switching and housekeeping metabolism, is regulated by the transcription factors. Taken together
with existing reports, these factors, which bind both RNA and DNA, localize to the transcriptional
activation compartment of the parasite nucleus where euchromatin regions accumulate and cooperate
with various proteins to form transcriptional activator that promotes transcription.
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