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Supplementary Figure 1. Genes and TFs expression level in the network, measured by microarray analysis in the 

MyIX153 and in the NewMM96 dataset respectively. Red dots in boxplot represent the t(4;14) patient expression, 

while blue ones represent non-t(4;14) patients expression. 



 
 

 

 

Supplementary Figure 2. Whole union network of the two meta-pathways build on the two and four most 

significant paths associated with t(4;14) phenotype in MyIX153 and NewMM96 datasets, respectively. 
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Supplementary Figure 3. (A) Histogram showing the levels of significance of the correlation between each miRNA 

transcript expression and overall survival in MyIX cases, as obtained after running globaltest function in R, using 

Cox proportional hazards and 100,000 as survival model and number of permutations, respectively. Red bars 

indicate that higher expression corresponded to poorer outcome. (B) Histogram showing the levels of significance 

of the correlation between each miRNA transcript expression and progression-free survival in MyIX cases, as 

obtained after running globaltest function in R, using Cox proportional hazards and 100,000 as survival model and 

number of permutations, respectively. Red and green bars indicate that higher or lower expression, respectively,  

corresponded to poorer outcome. 
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Supplementary Figure 4. (A) Hippo pathway members expression level in MyIX153B. (B) Hippo pathway members 

expression level in NewMM96. 



 
 

 

Supplementary Figure 5. Kaplan–Meier curves of the 2 groups defined by YAP1 expression level (on the median 

value). 



 
 



 
 



 
 



 
 



 
 



 
 



 
 



 
 



 
 



 
 

 


