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template. The program DSSP was used to assign 
secondary structure elements:" I The topology figure of 
TtoA was drawn with TopDraw,52 and all fi gures of the 
atomic model of TtoA were prepared with pyMOL.53 

Accession numbers 

The coordinates and structure factors have been 
deposited in the Protein Data Bank§ with ID code 3dzm. 
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