Functional characterization of caffeine synthase genes from wild coffee, and discussion
of those molecular evolutions.
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Conclusion: Recombinant enzymes of the genes with high homology to CCS isolated from C. racemosa and C. pseudozanguebariae did not have the same activity as CCS but only as CTS
activity. It was revealed that there is a novel caffeine synthase gene class, “highly homologous to CCS but the activity is CTS.” The genus Coffea, which originated in East Africa, may have
obtained and evolved its caffeine synthetic ability as it expanded to West Africa.
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