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Introduction

Fatty acid synthesis (FAS) is an essential metabolic process. Despite its significance, little is known about this process in protists, which comprise ~90% of eukaryotic lineages. Elaborate polyketide
compounds are produced by some protists, in particular, the toxins released during harmful algal blooms (HABs). While FAS is a primary metabolic process, other polyketide compounds are
secondary metabolites involved in processes such as predation defense. Surprisingly, some protist studies suggest that the two processes are catalyzed by the same enzymes.
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