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Structural Features
The gene locus At5g18200.1 was chosen for fold-space investigation, since it had only limited amino acid
sequence identity to any known protein. The closest relative whose structure was known was a bacterial
galactose uridinylyltransferase (GalT). On the basis of this marginal sequence identity (~22%), the At5g18200.1
gene product was annotated in databases as having the same activity as the bacterial protein. The crystal
structure of At5918200.1 confirmed structural similarity to the bacterial GalT enzyme. However, collaboration with
Professor Perry Frey revealed that the enzyme did NOT have appreciable activity for this reaction. This
observation underscores the need for actual experimental determination of biological function. Clearly the clues
provided by homology in sequence or structure are valuable, but they are just that-clues. Further studies in the
Frey laboratory revealed that the enzyme catalyzes a new reaction not previously appreciated in starch
metabolism. This finding could have profound effects on our understanding of metabolic pools of ADP-glucose,
the first committed step in starch degradation (Frey et al., to be published), potentially improving nutritional or
industrial production of starch in plants.
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Percent Identity with Nearest PDB Structure at Time Solved 22% of 298 aa (1HXP)
Pfam Cluster B-7903, B_18006
Protonet Cluster Size : Structures in PDB 89:1
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