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Epigenome anthropology: aiming for a better understanding of human phenotypic
variation

Kazuhiro, Nakayama
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To evaluate the influence of differences in traditional life styles on
epigenetic information and phenotypic diversity, We compared the genome - wide methylation levels of
the peripheral blood DNA of 48 individuals from Mongolians (nomadic pastoralists) and Thai
(agriculturalist). As a result, it was revealed that the CpG sequences near the promoter of the
genes contributing to energy metabolism systems, such as the AMP activated protein kinase pathways
and the peroxisome proliferator-activated receptor pathways, showed a large difference in
methylation level.
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