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Supplementary information, Figure S1 Sequence alignment of KAI2 and D14 proteins from
rice (Os) and from Arabidopsis (At) with the petunia (Ph) D14 ortholog DAD2, bacterial RbsQ,
and SABP2 from tobacco. Note that the D14 protein from rice has a non-conserved 50 amino
acid N-terminal extension that has been omitted in the alignment. The secondary structure
assignment is based on the crystal structure of KAI2 and the labels of the major strands and
helices are based on those of the canonical a/f hydrolase fold.



