Supplementary Figure 1:
Schematic representation of the sequence redundancy impact on
ivET predictions
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ET results on a hypothetical redundant MSA (left) and a redundancy reduced MSA
(right). A possible partition of the phylogenetic tree (green dashed line) generating
two groups is shown.

For each group a consensus sequence is constructed showing invariant positions by
the amino acid and variable positions by "-". These consensus sequences are next
compared to generate the Evolutionary Trace sequence (ET seq). Only positions
with group-specific conservation (an invariant residue in group A and a different
residue also invariant in group B) are predicted as SDP and showed with an X. The
differences in prediction between the two alignments are highlighted in bold.



