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Figure 1 Major w ays to starch bio-synthesis

ADPG: Adenosine diphosphate glucose; UDPG: Uridine diphosphate glucose; G-1-P: Glucose-1-phosphate; AGPase: ADP-glucose
pyrophosphorylase; UDPase: UDP-glucose pyrophosrylase; GBSS: Granule-bound starch synthase; SSS: Soluble starch synthase;
SBE: Starch branching enzyme; SDBE: Starch debranching enzyme
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