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NOTES: Famé1 comprises predicted nucleoside or nucleobase transporters from various loci throughout genomes from all species. All members have
9-11 transmembrane helices; several members have predicted signal peptides. The Bayesian phylogram was estimated from a multiple protein
sequence alignment of 485 characters, using MrBayes under default settings. The tree is rooted with a divergent T. cruzi sequence (506445.1).
Selected nodes are supported by posterior probability values and non-parametric bootstraps generated from a maximum likelihood analysis
using an LG model with rate heterogeneity.
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