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Figure S9. Multiple sequence alignment of 35 C2H2 zinc finger amino acid sequences from 16 grass species. Black box indicates the zinc finger
domain (Motif 1). Grey boxes indicate the putative EAR motifs (Motif 2). Dashed gray box indicates the putative EAR motif partially conserved
among these proteins. Dotted gray box indicates a motif composed by only two Leu, similar to an EAR motif (EAR-like). Solid gray box

indicates the EAR motif towards the C-terminal. Black arrowhead indicates the amino acid position changed (A -> G) in the zinc finger domain.



