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Supplementary Figure S1 
Cartoon representation of the Trim5α coiled-coil are presented, this 
manuscript (A) and that previously determined (PDBid 4TN3) (B) showing 
them to be highly similar. Comparison of the LC3B structure determined in 
this work (C) with previously determined structure of LC3B (PDBid:2LUE) (D) 
 



	

	

Supplementary Figure S2 
A) Electrostatic surface analysis of Trim5α and LC3B calculated using APBS 
within the PyMOL interface.  The electrostatic surface is coloured from –10 to 
+10. B) Representative electron density for the Trim5α-LC3B binding site. 
Density is 2fo-fc contoured at 1σ. Each panel shows the density for one 
interaction found in the Asymmetric unit. 
  



	

	

 
 

Supplementary Figure S3 
Size exclusion chromatography coupled to multi angle laser light scattering 
(SEC-MALLS) of RhT5 88-296 EK/RD (A) and LC3B (B) for wildtype and 
mutant proteins showing their oligomeric state is unaffected by the mutations. 
Solid lines show the differential refractive index signal, circles are calculated 
weight averaged molecular weight.  
 



	

	

Supplementary Figure S4 
Bioinformatic analysis of Trim5α proteins, sourced from the uniprot database. 
A phylogenetic tree generated from 58 Trim5α species partitions Trim5α 
sequences based pon evolutionary groups. Elements of the helical LIR motif 
partition with the divergence of species on an evolutionary timescale with the 
acquisition and retention of a tryptophan residue at position 196. A HMM 
LOGO for the helical LIR region is shown demonstrating the relative 
conservation of each position.  


