
 
Figure S1. KEGG ribosome pathway. In green are the downregulated genes 

identified in the RNA-seq anaysis. 

 



 
Figure S2. Protein-coding lncRNAs interaction network. This network was 

constructed with all differentially expressed genes that have a connection with 

differentially expressed protein-coding genes in the RNA-seq analysis. 

 



 
Figure S3. FBL Interactive network all DEGs. Interactive network of the FBL protein 

connected to all DEGs using the Dijkstra algorithm. 

 

 



 
Figure S4. FBL Interactive network upregulated DEGs. Interactive network of the 

FBL protein connected to all upregulated DEGs using the Dijkstra algorithm. 

 



 
Figure S5. FBL Interactive network downregulated DEGs. Interactive network of 

the FBL protein connected to all downregulated DEGs using the Dijkstra algorithm. 


