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cytoRines in Escherichia coli. Applied and Environmental Microbiology, 1996, 62, 55-60.
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Convergent evolution of the UbiA prenyltransferase family underlies the independent acquisition of

furanocoumarins in plants. New Phytologist, 2020, 225, 2166-2182. 73 80

The Impact of Open Pollination on the Structural Evolutionary Dynamics, Meiotic Behavior, and
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