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% ATP-binding site
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Supplemental Figure 1. Alignment of the Predicted Amino Acid Sequences of St
CDPK4, St CDPKS5, Cm CPK2, Ca CDPK3, At CPK6 and Nt CDPK2.

Amino acids that are conserved are boxed in black. Multiple alignment of the protein

sequence was made using the CLISTAL W program (Thompson et al., 1994).



