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Enrichment significance: - log10(FDR)
NEO1 SDC4 KAT2B
MMP2 NEDD9 APP
BDNF STK4 MAPK9
WNT3A CASP8 FGF7
IFNG HSPA1B TNFSF11
CXCL10 JAK1 TCEAL1
MEF2D GJA1 MAP3K9
CHEK1 CRKL HMGA2
IL10RA CDK19 WEE1
DMTF1 ITCH DICER1
NCOA3 BACE1 CLCN3
NR1I2 FAM129A NCSTN
BCL2 CYBB CCNE1
RBL2 BCL2L11 ABCB1
TNFRSF10A BRCA1 IRF2
CASP7 E2F3 UCP2
AKAP12 KRAS CCND1
TP53 CSNK2A1 MAP3K2
FGF2 CCND2 IFIT2
PTEN RUNX3 PIAS3
E2F5 TWIST1 CADM1
TSPYL2 FCGR2B PHLPP1
ING4 TMEM184B KLF4
SETD2 CHUK NR3C1
APC ZBTB4 PRRX1
SMAD4 PKD2 BMP2
CDKN2B PAK5 PURA
NDRG2 TNFAIP3 BCL2L10
TGFBR2 AKT3 ATM
VEGFA STAT3 TBPL1
PVT1 FOXO1 MYB
P2RX7 HIF1A ESR1
CARM1 RELA TNFAIP1
SMAD2 SLC2A4 CDC25A
EOMES XIAP BMI1
PTENP1 DNMT1 RBL1
CBX7 SOX5
HMGA1 PTTG1
FYN RET
HSF2 SMAD3
DAB2 RUNX1
MFN2 PPM1B
RECK CTGF
ATG16L1 REPIN1
CDKN1A RHOC
SMAD7 TRIM8
E2F1 YAP1
MN1 RB1

Appendix 4: Target prediction and functional enrichment analysis of miRNAs correlated to histamine release

Right: Experimentally validated targets of miR-650, miR-15a, miR-186, miR-106b and miR-18a, 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 : 


