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Additional Figure 1: (a) Phylogenetic tree of isolated RNaselll domains from metazoan Dicer (green and yellow) and Drosha
(pink and blue) proteins and eubacterial RNaselll class 1 enzymes (brown). The RNasellla and RNaselllb domains from the
Mnemiopsis Dicer protein are highlighted in red. Support for branches is based on 1000 bootstrap replicates and Bayesian
posterior probabilities computed with Mr. Bayes. The displayed tree was generated by the same steps as Figure 3 and shows
the maximum likelihood tree based on 49 trees; 24 with RAxML based on random starting trees, 24 with RAxML based on
24 maximum parsimony starting trees, and one bayesian tree from Mr. Bayes. The maximum likelihood tree (log likelihood
= —6838.149995) shown was computed by RAXxML using a random starting tree. See Additional Table 1 for information on
sequence identifiers and Additional Dataset le-h for source files. (b) Indicates the most parsimonious scenario for Drosha
evolution as described in Figure 3, with the addition of eubacterial RNaselll proteins. This scenario supports independent
evolution of the Dicer and Drosha sequences from eubacterial RNasellls. The RNasellla and RNaselllb domains of Dicer
and Drosha proteins are indicated with the respective a and b labels in white. Domain colors correspond to clades in (a).



