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Figure S4 Sequence alignment the extracellular LRR domains of RGFR1-5.

Conserved and similar residues are boxed with red ground and red font, respectively.

Residues involved in interaction with the N-terminal, central and C-terminal part of are

indicated with blue, green and purple dots at the bottom, respectively. The RGF-binding

region of RGFRL1 is indicated.



