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Erratum

Evidence for Multiple Origins of Human Infectivity in Trypanosoma brucei
Revealed by Minisatellite Variant Repeat Mapping
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Re: J Mol Evol (2001) 52:290-301 there was an error in the legend. The correct figure and
Unfortunately Fig. 5 was not printed in color and legend appear below.

Correspondence to: Annette MacLeod; email: gvwa08 @udcf.gla.ac.uk
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g i Fig. 5. (A) Comparison of MS42 allele frequencies
E ’ from human serum resistant (HSR) and human serum
sensitive (HSS) populations from Busoga in Uganda
0.17 and Luangwa Valley in Zambia. ND indicates human
serum sensitivity was not determined. (B) Comparison
R MS42 allele group frequencies from human serum
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