
	

	
Figure S1: (A) Representative negative stain micrograph for the adiponectin 
HMW oligomer, corresponding to peak 1 two-dimensional class averages from 
Figure 1C. The scale bar is 100 nm. (B) Representative negative stain 
micrograph for the adiponectin hexamer, corresponding to peak 2 two-
dimensional class averages from Figure 1C. The scale bar is 100 nm. (C) 
Representative negative stain micrograph for the adiponectin trimer, 
corresponding to peak 3 two-dimensional class averages from Figure 1C. The 
scale bar is 100 nm.  



 

 
Figure S2: Calcium coordination. (A) Each calcium ion shows an octahedral 
coordination by Asp195, Asp187 and Gln188 from one chain and by Asn193, 
Val194 and Asp195 from a second chain. (B) Evolutionary conservation analysis 
of the globular domain of adiponectin performed through ConSurf. Most of the 
residues in the metal coordination pocket are highly conserved, with Asp187 and 
Asp195 showing the highest conservation value.  
 
 
  



 

 
Figure S3: The globular domain of adiponectin does not bind T-cadherin. 
(A) FLAG pull-down assay. Purified FLAG-adiponectin proteins were immobilized 
on the anti-FLAG resin and then incubated with T-cadherin. The binding of T-
cadherin was assessed by Western Blot. (B) FLAG pull-down assay. Purified 
FLAG-adiponectin proteins were immobilized on FLAG resin and then incubated 
with T-cadherin. The binding of T-cadherin was assessed by Western Blot. In 
samples numbered (1), biotinylated adiponectin globular domain or FLAG-
adiponectin were incubated in a 10:1 molar ratio to streptavidin; in the samples 
labeled (2), biotinylated adiponectin globular domain or FLAG-adiponectin was 
incubated in a 1:10 ratio with streptavidin. 
 
 
  



Table S1: Data collection and refinement statistics.  

 
 


