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The dataset supporting material consists of the following kind of information:
· Worksheet “DPI Counts – 49 samples”: It includes the raw count data for all 184,827 DPI regions (Column A contains their location and column B their annotation) for 49 blood related samples extracted from the FANTOM5 data collection. Columns C - K contain the raw counts of the Mast Cell samples. Columns L - N contain the raw counts of the Basophils samples. The rest of the columns contain the raw counts of other blood related samples.
· Worksheet “Mean RLE Counts (RefSeq genes)”: It summarizes the Relative Log Expression (RLE) based normalized counts by the means of replicates of Ex-vivo, Expanded, Expanded & Stimulated (Mast Cells), Basophils, FANTOM5 without Mast Cells, FANTOM5 without Basophils and all FANTOM5. The average values are estimated for all genes that are expressed in at least one of the above conditions. Column A contains the RefSeq gene annotation. Columns B - C contain the associated promoter location(s) and annotation(s). The rest of the columns contain the average RLE normalized expression levels.
·    Worksheet “Mean RLE Counts (RefSeq promot)”: It summarizes the Relative Log Expression (RLE) based normalized counts by the means of replicates of Ex-vivo, Expanded, Expanded & Stimulated (Mast Cells), Basophils, FANTOM5 without Mast Cells, FANTOM5 without Basophils and all FANTOM5. The average values are estimated for all promoters of the expressed genes. Column A contains the RefSeq promoter annotation. Column B contains the promoter location. The rest of the columns contain the average RLE normalized expression levels.
· Worksheet “Data Labels”: It includes the FANTOM5 data labels of all samples used in this analysis.
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