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Parallel evolution of low-light adaptation traits in land plants
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The inverted cone-shaped palisade cell is an adaptive trait to low light
conditions. This shape of palisade cell is found in independent lineages of Saxifraga fortunei
(Saxifragaceae). In this study, to reveal the genetic basis of the shape of the palisade cell, |
newly constructed the genome of S. fortunei and performed a genome scan to detect genetic variations

related to the cell shape. | used two pairs of populations from sun-exposed and shaded habitats in
distinct areas and assessed base substitutions and chromosomal structural variations. As a result, 1
could not identify effective genetic variations related to the formation of the palisade cell
shape. In the future, I need to select individuals for sequencing based on detailed morphological
measurements and consider the effects of gene expression level variations and epigenetic variations
to reveal the genetic basis of the cone-shaped palisade cells.
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