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genes has occurred uniquely in T. brucei.

Fam53 includes 137 ESAG3-like genes distributed throughout T. brucei
sub-telomeric regions, a single homolog in T. congolense (TclL3000.0.25490)
and two highly similar homologs in T. vivax (TvY486_0042500 and
TvY486_0043380). Hence, there has been a major expansion of ESAG3-like

-

Of 137 sub-telomeric ESAG3-like genes in T. brucei 927, 123 (89.7%)
are fragmentary or predicted pseudogenes due to internal stop codons
or frameshifts. This is reminiscent of sub-telomeric VSG in T. brucei,
72% of which are pseudogenes. ESAG3 might also undergo antigenic
variation like VSG. In which case, the expanded gene family in T. brucei
would represent a transcriptionally-silent, structural reservoir, elements
of which periodically transpose to the expression site (which would
account for the polyphyly of ESAG3 and the fact that expression site-
associated and sub-telomeric genes are structurally indistinguishable.
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