Figure S3.
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IFcl>1.4 & FDR <0.05

Figure S3. Number of genes up-regulated (red) and down-
regulated (blue) between the shown comparisons. To reduce
the number of comparisons, we aggregated the normalised
counts of the PREc and POSTc samples by mean (A). Top 15
differentially activated TFs inferred with VIPER analysis
between ST and US conditions using plasma (B) and RPMI (C).
Networks connecting TFs activated (orange rectangle) or
inactivated (green rectangle) after stimulation with the
relative up-regulated (yellow circle) or down-regulated (blue
circle) genes in plasma (D) and in RPMI (E). The connections
between TFs and DEGs nodes and their mode of regulation
(positive in orange or negative in green) are information from
the DoRothEA database.
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