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Figure S2. Protein alignment from deduced amino acid sequences of partial RT-RNaseH nucleotide sequences of 114 yam badnavirus sequences determined in this study together with other members of the family Caulimoviridae. Included in the analysis are partial RT-RNaseH sequences with names and accession numbers from GenBank of previously analysed yam samples by Bömer et al. [1], Bousalem et al. [2], Eni et al. [3], Kenyon et al. [4], Seal et al. [5] and Umber et al. [6,7]. Equivalent sequences from CSSV (AJ781003), BSOLV (AJ002234), ComYMV (NC001343), SCBMOV (M89923), TaBV (AF357836) and outgroup RTBV (X57924) were added, as well as representative sequences of all monophyletic groups described by Bousalem et al. [2], where DBV-D = Dioscorea bacilliform virus D, by Umber et al. [6] and by Kenyon et al. [4], denoted by U12 and K1–K11 respectively. Three novel monophyletic groups T13-15 described by Bömer et al. [1] were also included. Protein sequences were aligned using CLUSTAL OMEGA (http://www.ebi.ac.uk/Tools/msa/clustalo/) [8] and further processed in BioEdit version 7.2.5 [9]. All protein sequences analysed in this study were compared to the reference sequence of Dioscorea bacilliform alata virus (DBALV or DaBVa, X94576-XX94581, [10]). The C-terminal part of the RT domain (position 1–68) and the beginning of the RNaseH domain (position 167–175) within the partial RT-RNaseH sequence of DaBVa are highlighted (grey boxes).
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