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Supplementary information, Figure S1 PYL13 differs from other PYLs in critical
residues. The residues Q38, F71, and T135 are different in PYL13 (indicated by red
rectangular boxes) than in other PYLs in Arabidopsis. Q38 is located in conserved loop
(CL) 1, F71is located in CL2, and T135 is located in CL4. These conserved loops
(indicated by blue rectangular boxes) are important for ABA-binding, dimer formation of
PYLs, and interaction of PYL with PP2C [8]. PYLs from Arabidopsis were aligned using
ClustalX 2.0.5 [49] with the default settings and were viewed using the GeneDoc software

(http://www.nrbsc.org/gfx/genedoc/).



