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Searching genomic region participating adaptation to environment
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Amerinds, indigenous people in South America, are Mongoloid originated from
Eurasian continents. During the migration path from Eurasian continent to South American continent
approx. twelve thousand years ago, they have adapted to harsh environments; mountainous area height
over 40,000 meters, or lowland where people take poisonous crops for staple. These life styles
su?gest that people have been underwent some adaptive selection. Analysis of genomic polymorphisms
relating to environmental adaptations may reveal migration path of ancestors of Amerinds during
prehistoric era. As a result of analysis, we identified several candidate SNPs relating to
acclimatization to altitude and detoxification.
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