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Figure S5: Phylogenetic representations of Pisaster ochraceus nodavirus-like genome fragments. The trees were constructed 
by performing alignments of overlapping regions with best BLASTx matches at NCBI using the CLC Sequence Viewer 8.0 
native alignment algorithm. The trees were constructed based on a 101 amino acid (A) and 559 amino acid (B) alignments of 
the RNA dependent RNA polymerase gene of the nodavirus RNA1 genome fragment including best matches at NCBI. The 
tree was constructed by  maximum likelihood with Poisson substitution and employing the Nearest-Neighbor-Interchange 
heuristic method in MEGA 6.0. 


