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Figure S3: GAPDH phylogeny rooted with Preaxostyla and Bacteria does not
resolve interrelationships of six parabasalid groups.

This consensus topology of the 9500 best trees calculated by Bayesian inference was
constructed from 254 unambiguously aligned amino acids, with constant sites removed.
LnL =-8779.10, o = 1.52 (1.25< a. < 1.83), pI=0.0039 (0.000094 < pI <0.014). Scale
bar represents 0.1 amino acid substitution per site. Thickened lines indicate the nodes
supported by a Bayesian posterior probability of 1.00. Numbers at the nodes correspond
to Bayesian posterior probabilities, followed by percent bootstrap support > 50% given
by PhyML and RAXxML (1000 replicates each). Data generated in this study is
highlighted by bold type. The alignment is provided in the Supporting Information
Dataset S2. Genbank accession numbers are shown at the left for each taxon.
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