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Investigations into genetic diversity in Mesoamerican populations.
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This study investigated genetic diversity and transmission of viral diseases in
modern indigenous groups in Central America, which are likely to have maintained randomly mating
populations of relatively constant size, without substantial change to genetic identity. Analysis of
polymorphisms at short tandem repeats within genomes was performed to investigate intra- and inter-ethnic
phylogenetic relationships. It was found that there are considerable differences in allele frequencies
among groups despite their relatively close geographic locations. Moreover, the Hepatitis B virus gene
and the Epstein-Barr virus gene were detected in approximately 23% and 17% of the tested populations,
respectively.
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