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A. Cladogram from NCBI BLAST.
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% Phylogenetic analysis pipeline by ETE3
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Method

« Alignment and phylogenetic reconstructions were performed using the function "build" of ETE3 3.1.3 (Huerta-Cepas et al., 2016) as implemented on the
GenomeNet (https://www.genome.jp/tools/ete/).

« User provided the multiple sequence alignment.

« ML tree was inferred using PhyML v20160115 ran with model and parameters: —pinv e --alpha e ~nclasses 4 -o tir -f m ~bootstrap -2 (Guindon et al.,
2010).

« Branch supports are the Chi2-based parametric values return by the approximate likelihood ratio test.

(These texts may be used for your publication.)
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