
Figure 1: *
Batch effect control. Density plot of the GEO expression matrix used for
this analysis after application of ComBat for cases and controls separately.

Thereafter, samples were joined with a cyclic loess normalization.
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Table 1: GEO identifier and references for the microarray experiments used
here, the first column is GEO key ID, the second and third columns are the
corresponding number of samples cases/controls, respectively. The fourth
column is a brief description of the samples, and the fifth one presents the
associated reference.

GEO ID Series Luminal A Luminal B Basal HER2-enriched non-tumor Reference

GSE1456 41 36 16 13 0 [7]
GSE1561 1 14 14 6 0 [2]
GSE2603 9 20 28 9 0 [5]
GSE2990 13 11 7 5 0 [8]
GSE4922 77 20 19 15 0 [3]
GSE7390 31 40 39 9 0 [1]
GSE6883 0 0 0 0 3 [4]
GSE9574 0 0 0 0 15 [9]
GSE15852 0 0 0 0 0 43 [6]
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