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HEEESL (EX) Analyses and applications of novel mechanism of phospho - independent
regulation of lipid metabolism by Trypanosoma brucei 14-3-3
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W O3 (#30) : Trypanosoma brucei is a causative agent of sleeping sickness. More
than 30,000 infected patients died of this devastating disease. One of the aims for this
research is to identify the molecular mechanisms by which 7. brucei 14-3-3s control the
motility, cytokinesis, and cell cycle focusing on the lipid metabolism controlled by Tb14-3-3s
as we discovered. We found that Tb14-3-3s interact with the enzymes involved in sugar or
lipid metabolism, and protein kinases. One of the protein kinases among them is found out

to be critical for the regulation of the motility, cytokinesis and cell cycle.
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