
STK    MLFPHERKKEKERSQGFYLVTRLRIRMGRGKIEIKRIENSTNRQVTFCKRRNGLLKKAYE 60  
MtSTK  --------------------------MGRGKIEIKRIENTTNRQVTFCKRRNGLLKKAYE 34  

STK    LSVLCDAEVALIVFSTRGRLYEYANNNIRSTIERYKKACSDSTNTSTVQEINAAYYQQES 120 
MtSTK  LSVLCDAEVALIVFSSRGRLYEYSNNNIRSTIDRYKKACSDHSSTTTTTEINAQYYQQES 94  

STK    AKLRQQIQTIQNSNRNLMGDSLSSLSVKELKQVENRLEKAISRIRSKKHELLLVEIENAQ 180 
MtSTK  AKLRQQIQMLQNSNRHLMGDALSTLTVKELKQLENRLERGITRIRSKKHEMLLAEIEYFQ 154 

STK    KREIELDNENIYLRTKVAEVERYQQHHHQMVSGSEINAIEALASRNYFAHSIMTAGSGSG 240 
MtSTK  KREIELENENLCLRTKINDVERLPQVN--MVSGQELNAIQALASRNFFNPNMMEDGE--- 209 

STK    NGGSYSDPDKKILHLG 256 
MtSTK  --TSYHQSDKKILHLG 223 
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FIGURE S9. Amino acid sequence alignment of STK and MtSTK. The conserved 
MADS-box and K-box are labeled.


