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[bookmark: _GoBack]Fig. S2. Stereo views comparing the ligand binding sites in the GPDH domain of the PSP/GPDH protein in Dunaliella salina (top) and Chlamy-ICE isoform 2 (bottom).  The Dunaliella structure was determined by X-ray crystallography. The Chlamy-ICE structure is predicted by SwissModel based on the Dunaliella structure. The binding sites for Dunaliella were obtained from He et al. (2019). The amino acid residues forming the binding sites are shown. Red, DHAP binding site; green, NAD binding site. These amino acid residues correspond to the red and green asterisks, respectively, in Fig. S1.
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