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Supplementary Fig. S3

Structural and phylogenetic analysis of PagCLV3-1 and PagCLV3-2. (a) Schematic
diagram the conserved domains of PagCLV3-1 and PagCLV3-2. (b) Similarity
between amino acid sequences of PagCLV3-1 and PagCLV3-2. (c) Homology of
CLV3 orthologs from different species. (d) Phylogenetic tree of the protein sequences

of CLV3 orthologs from 35 different species. (¢) Signal peptides predicted by SignalP
(v6.0).



