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This clade represents
an expansion of AAT
genes in the ancestor
of T. brucei and

T. congolense. Four
loci in these species
correspond to a single
locus in T. vivax and
T. cruzi. T. brucei has
further expanded these
genes through the
segmental duplication
of part of chromosome
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NOTES:

Fam54 comprises the amino acid transporter and polyamine transporter families that are expressed in Trypanosomatid membranes. Each

locus in this large family is given a number ("AATX”), which refers to a conserved genomic position as described in Jackson (2007)
BMC Evolutionary Biology, 7: 26. # See Jackson (2007) BMC Evolutionary Biology, 8: 432.

The Bayesian phylogram was estimated from a multiple nucleotide sequence alignment of 1683 characters, using MrBayes under default
settings. The tree is rooted using polyamine transporters as an outgroup. Selected nodes are supported by posterior probabilities and
non-parametric bootstraps generated from a maximum likelihood analysis under a GTR+I" model.




