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            Abstract
Large data sets on human genetic variation have been collected recently, but their usefulness for learning about history and natural selection has been limited by biases in the ways polymorphisms were chosen. We report large subsets of SNPs from the International HapMap Project1,2 that allow us to overcome these biases and to provide accurate measurement of a quantity of crucial importance for understanding genetic variation: the allele frequency spectrum. Our analysis shows that East Asian and northern European ancestors shared the same population bottleneck expanding out of Africa but that both also experienced more recent genetic drift, which was greater in East Asians.
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                    Figure 1: Discovery of SNPs by comparing two sequencing reads from an individual of known ancestry.[image: ]


Figure 2: Derived allele frequency spectra in each population.[image: ]


Figure 3: Modeling provides an excellent fit to the observed allele frequency spectra.[image: ]
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