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ABSTRACT

Resources being amassed for genome-wide association (GWA) studies include “control
databases” genotyped using a large-scale SNP array. How to use these databases effectively
is an open question. Unfortunately, population structure can induce false positives. For
instance, if cases and controls have different genetic backgrounds, differences in frequencies
of distinct forms of variants might be due to differences in ancestral population of origin. We
develop a method to match, by genetic ancestry, controls to affected individuals (cases). For
complex structure typical of human populations, matching can be essential for highlighting
true positives and downplaying false positives. We perform a GWA by matching Americans
with Type 1 diabetes (T1D) to controls from Germany. Despite the complex study design,
these analyses identify numerous loci known to confer risk for T1D.

Please send email to Mathias Drton (drton@galton.uchicago.edu) for further information. Information about building
access for persons with disabilities may be obtained in advance by calling Karen Gonzalez (Department Administrator

and Assistant to Chair) at 773.702.8335 or by email (karen@galton.uchicago.edu).



