
Resampling inclusion frequency algorithm

∗ Repeat for resampling data set b = 1, . . . , B:

1. A random sample without replacement of size 0.632n is drawn from the complete

observations 1, . . . , n and assigned to subsample b.

2. Apply a variable selection procedure using subsample b:

(a) For each molecular feature zj (j = 1, . . . , q) determine whether zj is selected

in the model.

(b) The parameter indices of the selected molecular features are taken to be in

the set JSb
⊂ {1, . . . , q}.

(c) For each molecular feature index j ∈ {1, . . . , q}, compute the

indicator ρjb = I(j ∈ JSb
) with I(.) being the indicator function

I(j ∈ JSb
) =


1, if j ∈ JSb

0, if j /∈ JSb

⇒ ρjb taking the value 1 if zj was selected in the bth subsample.

∗ Assess the resampling inclusion frequency (IF):

For each molecular feature zj (j = 1, . . . , q), the resampling inclusion frequency

is given by

IF(zj) =
∑B

b=1 ρjb


