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Figure S1. SEM images of light-grown hypocotyl epidermal cells. Representative SEM images of 7-day-
old hypocotyls of WT and mutants under light-grown conditions, numbered the epidermal cells from the 
base (collet) to the top (cotyledon). 
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Figure S2. Flow cytometric results from WT and endocycle-related genes mutants’ hypocotyls. Ploidy level 
distribution of 7-day-old hypocotyls of WT and endocycle-related genes mutants (sim, smr1, smr2, sim smr1, 
sim smr1 smr2, ccs52a1, ccs52a2, sim ccs52a1, and smr1 ccs52a2) under light- (a) and dark (b)-grown 
conditions. The x-axis represents the DNA content, which was stained by DAPI, and the y-axis represents 
the counted cells.  

 
 


