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Unravelling the genetics of leaf formation in unifoliates
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Plant morphological diversity linked to their meristem activities. This
project ultimately aims to reveal the evolution and diversity of plant meristems and their
diversified functions. We use the genus Streptocarpus as the study material that exhibits the
unique leaf meristem activity instead of the conventional shoot apical meristem. Next generation
sequencing method was heavily employed in the project to perform the genetic studies in
Streptocarpus, including the developments of the high molecular weight DNA extraction methods for
the genome sequencing. We also performed the heavy-ion irradiation and successfully generated the
mutant population. These resources are important for future genetic studies of the plants.
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