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Comprehensive analysis of microsatellites polymorphism in the human population
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Microsatellites have been widely used as genetic markers in population
genetics and genealogy studies due to their high mutation rate and rich patterns of repeat length
among individuals. However, few studies have been analyzed the genome-wide pattern of
microsatellites due to methodological difficulties. To reveal the landscape of the polymorphism in
microsatellites at the whole genome level, we analyzed 9 million microsatellites in approximately 4,
000 whole-genome sequencing (WGS) data of four public datasets (HGDP, SGDP, ICGC, KPGP) across the
various ethnic groups. We analyzed the genetic differentiation among human populations. The
principal component analysis (PCA) of microsatellites showed the efficiency of microsatellites for
genetic studies. Our analysis provides a comprehensive picture of microsatellite polymorphisms along

with the detection method, as well as the efficiency in population genetic studies.
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