Additional file 4. TIR sequences for each clade. TIR consensus per clade was generated using the
Web-Logo server (http://weblogo.berkeley.edu/logo.cgi). At each position the nucleotides are stacked
one on top of another with the most frequent one on the top. It displays the frequency of bases at each
position with height indicating the proportion of occurrence. The vertical scale is in bits with maximum
of two bits possible at each position indicating that there can be possibility of four different
bases at each position. For LTIR- like element, only the first 57 nucleotides are presented.
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