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Additional Figure 1
Methodology: 
[bookmark: _GoBack]The domain architectures of proteins containing a UBR-box domain as classified in Pfam version 27.0 (PF02207) were analysed. Additionally, distinct domain architectures obtained in iterative JackHMMER search with UBR-box domain of S. cerevisiae UBR1 (PDB identifier 3NIH) were also analysed. The sequences of UBR-box domains classified in Pfam (PF02207) were retrieved and clustered at 70% sequence identity and 90% sequence coverage using cd-hit [1]. The sequences for the UBR-box domains from proteins with distinct domain architectures that were not present in the sequences obtained after clustering were manually incorporated to constitute the dataset which was used for constructing the phylogenetic tree. These sequences were aligned using the ClustalW program [2] with default parameters within the BioEdit [3] software package. This alignment file was used to perform phylogenetic analysis by Maximum Likelihood method based on the Whelan And Goldman mode [4] with 100 bootstrap replicates. A discrete Gamma distribution with invariable sites was used to model evolutionary rate differences. All positions containing gaps and missing data were used for tree construction. All evolutionary analyses were conducted in MEGA6 [5]. The domain architectures and taxa colors were added to the final tree using iTOL [6]. The domain boundaries were obtained by searching against the Pfam database [7].
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