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SUPPLEMENTARY INFORMATION

Structural features and domain-based classification of TRIM superfamily members.

Allocation of tripartite motif-containing (TRIM) superfamily members to subfamilies is based on differences in the composition of domains
in the C-terminal region relative to the RBCC elements. Subfamilies C-I through C-IX follow the classification scheme of Short and Cox'.
New C-terminal subfamilies, C-X and C-XI, are proposed to accommodate new sequence information. Domains depicted in the key and
shown for each TRIM member are primarily those that have been identified and ordered using the Normal SMART mode and/or UniProt.
Exceptions are the location and topology of the transmembrane helices, which were predicted by the TMHMM?2 programme, the coiled-coil
regions that were not defined as B-Box C-terminal coiled-coil domains by SMART were determined by the Coils2 programme (independent
keys are given for coiled-coil domains that have been predicted by SMART and Coils2), and COS domains, which were defined by Short and
Cox'. Alternatively spliced isoforms are not shown. For some family members, commonly used names or prior TRIM designations are given
in parentheses under the formal gene name.
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http://smart.embl.de/
http://beta.uniprot.org/
http://www.cbs.dtu.dk/services/TMHMM/TMHMM2.0b.guide.php
http://iubio.bio.indiana.edu/soft/iubionew/molbio/protein/analysis/coils/coils2.html

