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Figure. Evolutionary relationships of taxa
The evolutionary history was inferred using the Neighbor-Joining method [1]. The
optimal tree with the sum of branch length = 1,44650306 is shown. The tree is drawn to
scale, with branch lengths in the same units as those of the evolutionary distances
used to infer the phylogenetic tree. The evolutionary distances were computed using
the Poisson correction method [2] and are in the units of the number of amino acid
substitutions per site. The analysis involved 10 amino acid sequences. All positions
containing gaps and missing data were eliminated. There were a total of 9957
positions in the final dataset. Evolutionary analyses were conducted in MEGAT [3].
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Figure. Evolutionary relationships of taxa

The evolutionary history was inferred using the UPGMA method [1]. The optimal tree with the
sum of branch length = 1,45693972 is shown. The tree is drawn to scale, with branch
lengths in the same units as those of the evolutionary distances used to infer the
phylogenetic tree. The evolutionary distances were computed using the Poisson correction
method [2] and are in the units of the number of amino acid substitutions per site. The
analysis involved 10 amino acid sequences. All positions containing gaps and missing
data were eliminated. There were a total of 9957 positions in the final dataset. Evolutionary
analyses were conducted in MEGA7 [3].
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Figure. Maximum Parsimony analysis of taxa

The evolutionary history was inferred using the Maximum Parsimony method. The most
parsimonious tree with length = 15364 is shown. The consistency index is 0,841643
(0,798759), the retention index is 0,691283 (0,691283), and the composite index is
0,581813 (0,552169) for all sites and parsimony-informative sites (in parentheses).
The MP tree was obtained using the Subtree-Pruning-Regrafting (SPR) algorithm (pg.
126 in ref. [1]) with search level 0 in which the initial trees were obtained by the random
addition of sequences (10 replicates). The analysis involved 10 amino acid
sequences. All positions containing gaps and missing data were eliminated. There
were a total of 9957 positions in the final dataset. Evolutionary analyses were
conducted in MEGAT [2].
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