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S5 Fig. Active site of AtNSP3 in comparison with those of TaTFP and AtNSP1. (A) 

Model of the AtNSP3 active site with docked Fe2+ and allylglucosinolate aglucone. (B) 

AtNSP1 active site as represented in the crystal structure (PDB 5GQT, [36]). (C) TaTFP 



active site with docked Fe2+ and allylglucosinolate aglucone [34] derived from the crystal 

structure (PDB 5A10). An alignment of the three amino acid sequences is provided in S4 Fig. 

 


