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    Abstract
The potential for genetic discovery in human DNA sequencing studies is greatly diminished if DNA samples from the cohort are mislabelled, swapped, contaminated, or include unintended individuals. Unfortunately, the potential for such errors is significant since DNA samples are often manipulated by several protocols, labs or scientists in the process of sequencing. We have developed peddy to identify and facilitate the remediation of such errors via interactive visualizations and reports comparing the stated sex, relatedness, and ancestry to what is inferred from each individual’s genotypes. Peddy predicts a sample’s ancestry using a machine learning model trained on individuals of diverse ancestries from the 1000 Genomes Project reference panel. Peddy’s speed, text reports and web interface facilitate both automated and visual detection of sample swaps, poor sequencing quality and other indicators of sample problems that, were they left undetected, would inhibit discovery.
Software Availability https://github.com/brentp/peddy

Demonstration (Chrome suggested) http://home.chpc.utah.edu/∼u6000771//plots/ceph1463.html
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