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3D structures of TRIM domains
(A) the rInG domain. nuclear magnetic resonance (nmr) analysis of tripartite motif-containing 5α (trIm5α), deposited by abe, H. et al. 
(PDb ID: 2eCv in the rCsb Protein Data bank). the rInG-finger motif (from C15 to C58) coordinates two zinc atoms. Comparison of the 
rInG domain amino-acid sequences in three trIm members with the cysteine (C) and histidine (H) residues involved in zinc-binding are 
marked with asterisks (*). the grey blocks indicate the conserved regions that contain identical and related amino acids. the rainbow colour 
represents the n-terminal to C-terminal orientation.

(B) the b-box domain (b-bOX 2 motif). nmr analysis of trIm5α, deposited by Qin, X. r., Hayashi, F. & Yokoyama, s. (PDb ID: 
2YrG). the mID1 b-box is from massiah, m. et al.1 (PDb ID: 2DQ5). this domain also has a zinc coordinating motif with cysteine (C) and 
aspartic acid (D) or histidine (H) marked by asterisks.

(C) the coiled-coil domain. Predictions by the (Ps)2: protein structure prediction server for the indicated trIm members. Grey blocks 
indicate predicted coiled-coil structures.

(D) the PrYsPrY (also known as b30.2) domain. Crystal structure analysis of trIm21 is by James, L. C. et al.2 (PDb ID: 2IwG). these 
domains of trIm21 interact with the Fc domain of IgG. the PrY and sPrY subdomains are indicated by lines.
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