
Supplementary Information 

Figure S1. Alignment between different ADP-Glc PPases and UDP-Glc PPases Schematic, 

used in Panel A of Figure 1. (Ref: Solanum: ADP-Glc PPase small subunit from potato; 

AtuGlgC, A. tumefaciens ADP-Glc PPase; EcoGlgC, E. coli ADP-Glc PPase; Chimera, 

chimeric SmuGalU-Δ294EcoGlgC; SmuGalU, S. mutans UDP-Glc PPase; HpyGalU, H. pylory 

UDP-Glc PPase; CglGalU, C. glutamicum UDP-Glc PPase). The amino acidic residue P295 

indicating the beginning of the E. coli ADP-Glc PPase C-term domain is over-marked. 
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Figure S1. Cont. 
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Figure S2. Alignment of chimeric enzyme sequence and templates used for homology 

modeling. (Ref.: 2pa4a, chain A of C. glutamicum UDP-Glc PPase; 3juja, chain A of H. pylori 

UDP-Glc PPase; 3BRK, A. tumefaciens ADP-Glc PPase; 1yp3a, chain A of potato tuber  

ADP-Glc PPase). 
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Figure S2. Cont. 
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