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Summary: The increased use of genome-wide association studies based on genetic maps consisting of
hundreds of thousands of SNPs has prompted the need for methods that can be used in preliminary
analyses to limit the number of SNPs investigated in follow-up studies. I introduce a Conﬁdence Set
Inference method for independent individuals that can be used as a ﬁrst step in association studies to
derive a set of SNPs that contribute at least a speciﬁc percentage to the total variance of a quantitative
trait. The main advantage of the method is that it allows control over the conﬁdence level with which one
can identify genes with speciﬁc eﬀects on the genetic variance of the trait of interest. Developed in the
framework of linear models, the method can eﬃciently incorporate information on pertinent covariates.
I investigate the properties of the method through an extensive simulation study under various simple
inheritance models and compare its performance to that of a standard association approach as it is
implemented in the software package Merlin.
For the entire collection see [Zbl 1337.92005].
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