[bookmark: _GoBack]Supplemental Fig. 1.  Alignment of Arabidopsis DHAR isoforms.  
The sequences of DHAR1, DHAR2 and DHAR3 encoded polypeptides of 213, 213 and 258 amino acid residues, respectively, with respective predicted molecular masses of 23.6, 23.4 and 28.5 kDa.  DHAR3 showed 49.6% and 51.9% sequence identity to DHAR1 and DHAR2, respectively.  The conserved catalytically active cysteine residue is shown by an asterisk.  Residues identical and conserved between sequences are marked with black and gray bars, respectively.  

Supplemental Fig. 2.  NPQ in dhar3 mutants under high light.  
Two-week-old wild-type and dhar3 mutant plants were subjected to HL (1,000 µmol photons m-2 s-1) for 6 h.  NPQ in the leaves was determined after dark adaptation for 20 min, as described in the Materials and Methods.  Data are means ± SD for more than 3 biological replicates.  

