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Supplementary Figure S1 
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Figure S1: Dio2 LysLys->AlaAla mutation site and comparison of the active sites of mDio1, 

mDio2, and mDio3. (A) Overlay of the crystal structures of mDio2 (blue) and mDio3 (cyan), with the 

double mutation site LysLys->AlaAla in Dio2 labeled and indicated by the dotted line. (B) Crystal 

structure of mDio2 with the double mutation site LysLys->AlaAla labeled and indicated by the dotted 

line (yellow). Symmetry related mDio2 molecules are shown in blue. (C) Closeup of the active site 

regions of an overlay of the crystal structures of mDio2 (cyan) and mDio3 (blue) and the homology 

model for mDio1 (red). 
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Figure S2: Alignment of Dio1-3 from several species.  
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Figure S3: Size analyses for recombinantly produced mDio2 constructs. (A) MALS analysis 

indicates a monomeric and a dimeric species in preparations of mDio2-71-262. (B) SEC runs of 

isolated monomer or dimer of mDio2-71-262 did not show significant redistribution into these two 

species but resulted in single peaks corresponding to the injected species. (C) SEC for a longer 

construct mDio2-49-262 yielded a peak maximum corresponding to a dimer. 
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Figure S4: Modeling of mDio2 dimers. (A) Model for full-length mDio2 generated with a-Fold. 

(B) mDio2cat dimer model with swapped C-terminal helices.  
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Table S1: PISA output on mDio2cat crystal interactions 

 

 


