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Figure S1. Biological processes predictably elicited by selected miRNAs: 142-3p, 544a, 19b-

1  

A) Panther pathways analysis showing biological processes predictably elicited by 142-3p, 544a, 

19-b1 miRNAs jointly. The chart is ordered according to the increasing number of genes involved 

in each process (Hyp_c <0,001). B) Table showing predicted genes involved in each biological 

predicted process elicited by 142-3p, 544a, 19b-1 miRNAs jointly and ordered by corrected 

hypergeometric test (Hyp c), the corrected P-value obtained from the hypergeometric test.  

  



 

 

 

 

 

 

 

 
Supplementary Table 1: Primers used for quantitative real-time PCR 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 
 

Supplementary Table 2: Probes from TaqMan® MicroRNA Assays (ThermoFisher) used for 

quantitative real-time PCR 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 
Supplementary Table 3: Commercial antibodies used in this study  

  



 
Supplementary Table 4: Detailed clinical and histopathological characteristics of patients 

included in the study. 

 



 



Supplementary Table 5: Detailed data from RT-QPCR experiment for miRNA-gene 

interaction 

Left panel shows 2-∆∆Ct data (fold change) from 2 independent experiments for each miRNA-

gene interaction as well as the mean of both replicas with their corresponding downregulation 

percentages and the global mean of the 31 miRNAs interactions for each gene (overall mean value 

of the whole interactions panel). Negative downregulation percentages mean overexpression 

instead of downregulation. Right panel shows the replicas mean of each interaction subtracted by 

the global mean (IS) ensuring only the best interactions within each gene. Final score (FS) is 

defined as the average of the 3 individual scores. 

 


