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Supplementary Figure S1. Arabidopsis thaliana aspartate transcarbamylase (AtATC).
Secondary structure and binding sites of AtATC mapped on the primary structure of AtATC
(UniProt ID: P49077). Conserved motifs are bold. Secondary structure elements are shown as blue
pipes (helices); red arrows (B-strands), and grey lines (loop regions); the green solid cuboid depicts

the predicted transit peptide. Residues interacting with CP and ASP in the active site are marked
with purple and orange dots.



