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Figure S1. Alignment of the GRF3-2A protein isoforms with GRF3-2B and GRF3-2D proteins. The WRC domain that functions in DNA binding is highlighted
in green (PEPGRCRRTDGKKWRCSKEAAQDSKYCERHMHRGRNRSRKP), while the QLQ domain involved in protein-protein interactions is highlighted in yellow
(FTAAQYEELEQQALIYKYLVAGVPVPPDLLLPI).



