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Supplementary Figure S1. Relative expressions of miR-939 target genes in THP-1 (A) and HUVEC (B) cells 
transfected with miR-939. Taqman analysis of endogenous levels of NOS2A (iNOS), TNFα, IL-6, VEGFA, and 
NFB in THP-1 and HUVEC cells determined 24 hours after transfection with miR-939. GAPDH was used as a 
housekeeping gene. Significance was determined by one-way ANOVA **p < 0.01, ***p < 0.001. 
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Supplementary Figure S2. Time course of LPS induced mRNA alterations for the miR-939 target 
genes in THP-1 cells. GAPDH was used as a housekeeping gene.
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Supplementary Figure S3. Time course of LPS induced mRNA alterations for NOS2A 
and NFkB in HUVEC cells. GAPDH was used as a housekeeping gene.
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Supplementary Figure S4. Expression levels of miR-939 target genes IL-6, TNFα, VEGFA, NFκB2 and NOS2A in 
THP-1 cells transfected with miR-939 followed by LPS stimulation. Significance was determined by one-way 
ANOVA with Dunnet’s post hoc test * p < 0.05, ** p < 0.01.



Supplementary Figure S5. Relative abundance of miR-939 in THP-1 (A) and HUVEC (B) cells 
transfected with miR-939 determined by qPCR. U6 was used as the normalizer. 
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