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Supplemental Figure 6. Lack of conservation of FLS2 Ser-938 in related non-RD kinases.
Sequence alignment of kinase domains of non-RD kinases from LRR-RLK subfamily Xl in
Arabidopsis (Shiu and Bleecker, 2001). Red arrow indicates phosphorylation site Ser-938 of
FLS2, which resides in a 10 amino acid region that aligns only poorly with the closest related
Arabidopsis kinases. Black arrow indicates the conserved D997 in kinase active site.
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