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Figure S5 Cell-type specificity of MAE patterns in mouse. (A, B) Distribution of MAE and BAE genes among cell-type specific
and ubiquitously expressed genes. Genes were considered “expressed” in a given sample if their expression value in that
sample was above median for all autosomal genes. Genes expressed in only one tissue are in the leftmost bin; genes expressed
in all assessed tissues are in the rightmost. Within each bin, color coded areas represent the number of genes that show MAE
signature in the noted number of samples (see color code key to the right). Over each bin is shown the maximum number of
samples with MAE of the same gene. Values are given without correction (A) or with correction for MaGIC accuracy as
described in Materials and methods (B).
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