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Application of the 1000 genomes project in human evolutionary
genetics
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State Key Laboratory of Genetic Resources and Evolution, Kunming Institute of Zoology, Chinese Academy of Sciences, Kunming 650223, China

The 1000 Genomes Project (1KG), a milestone plan of the large-scale genome sequencing era, greatly promotes the advancement of
human genetics studies together with the Human Genome Project and the International HapMap Project. 1IKG whole-genome
sequencing data have been generated from different human populations, with the aim of elucidating deeper insights into the
relationships between genetic diversity and human origins, evolution, and disease. Here, we briefly review the developmental history
of 1KG, paying particular attention to its application in human evolutionary genetics.
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