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Figure S2. Relative gene expression values of the genes knocked out in the analyzed datasets. Gene expression values of
the knocked out genes in (the wild-type replicates of) the tissues in which the corresponding microarray analyses were conducted
were obtained as follows: Probe sets on the Affymetrix 430 2.0 microarray corresponding to these genes were identified using
NetAffx software (http://www.affymetrix.com/analysis) (with the exception of myostatin which is not represented on this microarray).
Most genes were represented by multiple (two to four) probe sets. The relative expression value for each knocked out gene was then
computed from data in the corresponding dataset as the average expression in wild-type replicates across all probe sets representing
that gene, normalized to the median gene expression value in the dataset. Genes are listed in the same order as the corresponding
knockouts in Figure 2 (i.e., in the order of increasing associated variability difference).
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