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Appendix 6: Target prediction and functional enrichment analysis of miRNAs correlated to PGD2 synthesis

Right: Experimentally validated targets of miR- 103, miR-338-5p and miR-629, retrieved from miRTarBase.

Left: miRNA gene targets were used as input for functional pathway enrichment analysis. Significantly enriched REACTOME pathways 

with an adjusted p-value < 0.05 were visualized according to fold enrichment.


