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time and effort. Here, we have established a procedure for immobilizing foreign molecules and
their structure determination using protein crystals prepared by a cell-free protein
crystallization method (Figure 1a).? We used Galactin-10 (Gal-10), also known Charcot-
Leyden crystals (CLCs), as a template to immobilize small organic compounds such as

carbohydrates or sugar-based drug molecules.

Expression of Gal-10 protein by cell-free synthesis method yielded hexagonal bipyramidal
crystals 200 um long (Figure 1b). The crystals were immersed in a solution containing the
target molecules to immobilize them within the crystals. Crystal structures of the Gal-10 with
sucrose or lactose were determined at SPring-8 (Figure 1c, 1d). Currently, immobilization and
structure analysis of other target molecules are underway. Since this technique allows
crystallization and structural analysis to be performed rapidly and in small amounts in a single
tube, it will become a tool for the structure determination of a wide range of target molecules,
such as, drug molecules and peptides.
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