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Structural Features 
Based on profile-profile sequence analysis, At3g21360.1 is a member of the non-heme Fe(II) alpha-ketoglutarate-
dependent dioxygenase superfamily. These enzymes catalyze energetically demanding biosynthetic and 
degradative reactions (desaturation of unactivated aliphatic bonds, oxidative ring closures and hydroxylation). 
At3g21360.1 maps to an almost exclusively eukaryotic cluster in Protonet. Pfam-B_9752 spans AA 54-105, 
Pfam-B_6756 spans residues 106-325. A remarkable structural feature of this superfamily is the presence of 
Fe(II) coordinated by two conserved histidine and glu/asp residues. The catalytic site is unambiguously identified, 
and the Fe(II) shows strong anomalous signal. Two monomers are found in the asymmetric unit, and show 
significant differences near the active site that probably show order-disorder transitions related to substrate 
binding. 
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