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Maximum

likelihood method and Jones-Taylor-Thornton matrix-based model;
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structural annotation, CS, CH, and CA VvViERF6L and all PN40024 VviERF proteins.

Bootstrap

consensus tree inferred from n=1,000 replicates. The percentage of bootstrap replicates in
which associated proteins clustered together are shown as numbers next to the branches. The
initial tree for the heuristic search generated from the maximum parsimony method. n= 217
amino acid sequences and 1886 positions in the final data set. Evolutionary analysis from

MEGA X; Subtree-Pruning-Regrafting - Fast

(SPR level 3).



