Additional file 1
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Supplementary Methods
Stem Cell Data:
[bookmark: _GoBack]Single channel Agilent G4112F microarray data from StemCellDB (Mallon et al, 2012) was obtained from the Gene Expression Omnibus (Edgar et al, 2002). Processing date was extracted from the header of each array. The raw microarray data was preprocessed and normalized using the ‘limma’ Bioconductor package (Smyth, 2005), consisting of background subtract (offset = 50) and quantile normalization across all samples. Surrogate variables (SVs) were estimated with the ‘sva’ Bioconductor package (Leek et al, 2012). The sex of each cell line was estimated from the DDX3Y gene on the Y chromosome. Linear models were implemented using ‘limma’ package (Smyth, 2005), and SVs were included as adjustment variables in subsequent models. R code is available at https://github.com/andrewejaffe/StemCellSVA

Brain Data: 
 All code is available at: https://github.com/andrewejaffe/StemCellSVA
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