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Figure S2: The alignment is showing the different C-terminal length of grapevine NIP6;1 of Pinot noir (VvPnNIP6;1) and
Touriga nacional (VvTnNIP6;1) variety. C-terminal extension in mutated homolog (VvTnNIP6;1M) shows similarity with NIP6;1
homolog of Pinot noir cultivar. The alignment also exhibits the putative phosphorylation sites (highlighted in red) at C-terminal
of functional grapevine NIPs obtained in the present study, and GmNod26 from Glycine max. Predicted phosphorylation sites
at Ser residue at C-terminal are highlighted. The alignment shows six additional tentative phosphorylation sites in longer C-
terminal homologs (VvPnNIP6;1 and VWWTnNIP6;1M) .



