
LEGENDS TO SUPPLEMENTARY FIGURES 
 
Suppl. Fig. 1. Differences between IP6 bound and unbound arrestin-2 structures. A, 
Superposition of the IP6 bound and unbound arrestin-2 structures. The RMSD for the 
two molecules using 2580 atoms is 0.11 
Å. The arrestin-2-IP6 structure is shown in green and native arrestin-2 structure is 
colored in red.  
B, Close-up of the residues involved in IP6 binding at the C- (left) and N-domains (right). 
 
Suppl. Fig. 2. N- and C-domain sequence alignments of bovine arrestins. The blue 
boxes suggest key residues involved in IP6 binding as determined by the crystal 
structure. The red colored amino acids are mutated in this study to help characterize the 
arrestin-2-IP6 interaction. The ND and CD mutants engineered are indicated in the 
figure. 
 
Suppl. Fig. 3. Proposed molecular assemblies of visual and nonvisual arrestins.  
A, Ribbon diagram showing the molecular interface of the proposed arrestin-2-IP6 
oligomer. The N-domain (head) of one arrestin molecule is interacting with the C-domain 
(tail) of another arrestin molecule. The N-domain is shown in cyan and the C-domain is 
colored in green.  
B, The suggested arrestin-1 oligomer. Like the arrestin-2-IP6 assembly, arrestin-1 is 
arranged in a head to tail conformation. The N-domain is shown in pink and the C-
domain is colored in magenta. C, The molecular organization of truncated arrestin-2 (1- 
393). Unlike the arrestin-2-IP6 and arrestin-1 assemblies, truncated arrestin-2 is 
arranged in a tail to tail conformation. The interface occurs between the two C-domains 
of the opposing molecules. The Ndomain is shown in orange and the C-domain is 
colored in blue. 
 
 








