Full g:Profiler Results: Proband, Hypoxia (3) vs. Control, Hypoxia (3)
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S6 Table. g:Profiler results from the analysis of 28 genes differentially expressed in three proband
fibroblast lines cultured at hypoxia compared to three control fibroblast lines cultured at hypoxia.
Analysis was performed using the default settings and selecting the Ensembl ID with the most
annotations for each gene name. The p-value cut-off was 0.05 after g:SCS significance
adjustment.



