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Figure S1. Multiple sequence alignment for Arabidopsis cis-PTs listed in Table 1. Highly conserved
regions are higlighted in gray. They are not present in CPT binding protein LEW1. Motifs essential for
binding of substrate are highlighted in black. RXG (eventually NXG) motif highlighted in green is

critical for catalysis [65] and is missing in heteromeric CPT enzymes.



