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Introduction: Diterpene lipids, such as cafestol (CAF) and kahweol (KAH), play a pivotal role in flavor characteristics of coffee beans. The genes related to their biosynthesis in coffee

plants are still unknown. This study aimed to identify and analyze the enzymes involved in the production of these lipids, as well as to characterize the biochemical profiles of CAF and KAH
in leaves and fruits of Coffea eugenioides.
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