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Figure S2. Maximume-likelihood phylogeny of Criollo and Arabidopsis PR-1 family members.
Node labels represent bootstrap support from 100 replicates. Branch lengths represent
genetic distance in substitutions per site. At1G61750 and Tc06_g009580, two cysteine-rich
secretory peptides and members of the SCP superfamily, were included as an outgroup.



