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M-Coffee alignments of Selaginella and Arabidopsis SnRK2 orthologs focused on the

C-terminal region of these kinases containing the regulatory domains I and/or II: (a) group I

Figure S1

SnRK2; (b) group II SNRK?2; (c) group III SNRK2. Selaginella regulatory sequences showed higher

resemblance to the Arabidopsis sequences within the groups II and IIL



