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Fig.S1 Sequence analysis of the CqSTK
o A BSIREEK; BIRMGUKYETN; C. fRSFESHITN; D: |E 45K, EARIT STK =245,
F: CoSTK B =H&iM; G: JashFI=1EH o4
Note: A: transmembrane structure; B: hydrophobic/hydrophilic prediction; C: conserved domain prediction; D:
protein secondary structure; E: Arabidopsis STK tertiary structure; F: CqSTK protein tertiary structure; G: analysis

of promoter cis-acting elements.



