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Abstract

Statistical inference on neuroimaging data is often conducted using a mass-

univariate model, equivalent to fitting a linear model at every voxel with

a known set of covariates. Due to the large number of linear models, it

is challenging to check if the selection of covariates is appropriate and to

modify this selection adequately. The use of standard diagnostics, such

as residual plotting, is clearly not practical for neuroimaging data. How-
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