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Supplementary Figure S1. Quantitative RT-PCR (QRT-PCR) validation of miR-146a expression 
level in transfected primary LECs. Relative expression of miR-146a in mimic- (A) and inhibitor -
transfected (B) primary LECs showed its upregulation and downregulation, respectively, to their 
corresponding controls according to QRT-PCR. miR-146a mimic (miR-146aM), mimic control 
(MC), miR-146a inhibitor (miR-146aI), inhibitor control (IC). 
 
 
 
 
 

 
Supplementary Figure S2. Comparison of differentially expressed genes/protein in the 
integrated transcriptome and proteomics dataset. The Venn diagram of two-group comparisons 
of differentially expressed genes/proteins (FDR p < 0.05, Fold Change ±1.2) in the integrated 
transcriptome and proteomics dataset showed 70 overlapping expressed targets. 
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Figure S3. Identification of the overall most significantly altered pathways in RNA-seq in miR-
146aM- compared to mimic-control-transfected LECs. Pathways are ranked based on the 
combined enrichment score and Odd ratio. Notch is one of the most significantly altered 
pathways (FDR p <0.05), with a combined enrichment score of 85 and Odd ratio of 12 among 
the differentially enriched pathways.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Supplementary Figure S4. Effect of miR-146a on the expression of downstream targets of Notch 
signaling in human organ-cultured central corneas with immunostaining. Corneas transfected with 
miR-146a mimic (M) showed no difference in expression of Hes1 (A) and decreased expression 
of Hey1 (B) in the central corneal epithelium compared to their mimic control (MC)-transfected 
fellow corneas. 
 
 
 
 
 
 
 

 

 

 



 
 
 
 
 


