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T. brucei procyclin-associated genes (PAG) are found at strand-switch regions
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NOTES: Fam14 consists of the procyclin-associated genes from T. brucei and their homologs in T. congolense, which encode transferrin receptor-like

proteins. GPI anchors were predicted using Fraganchor.

The Bayesian phylogram was estimated from a multiple protein sequence alignment of 451 characters, using MrBayes under default settings.
The tree is mid-point rooted. Selected nodes are supported by posterior probabililes and non-parametric bootstraps generated from a
maximum likelihood analysis using an LG model with rate heterogeneity.

J




