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Figure S1. Venn dendrogram showing numbers of overlapped gene ontology terms significantly 
enriched for target genes of miRNAs in the GREEN, BLUE, TURQUOISE and RED modules. 



 

 

 
Figure S2. Enriched gene ontology terms for target genes of miRNAs in the BLUE module. The 
round, triangle and diamond shapes present biological process, cellular component and molecular 
function gene ontology terms, respectively. 

 
Figure S3. Enriched gene ontology terms for target genes of miRNAs in the RED module. The round, 
triangle and diamond shapes present biological process, cellular component and molecular function 
gene ontology terms, respectively. 



 

 

 
Figure S4. Enriched gene ontology terms for target genes of miRNAs in the TURQUOISE module. 
The round, triangle and diamond shapes present biological process, cellular component and 
molecular function gene ontology terms, respectively. 

Table S1. Predicted target genes for miRNA members of the (a) GREEN, (b) BLUE, (c) RED and (d) 
TURQUOISE modules; Table S2. Gene ontologies enriched for target genes of miRNAs in the (a) 
GREEN, (b) RED, (c) BLUE and (d) TURQUOISE modules; Table S3. Signaling pathways enriched 
for target genes of miRNAs in the (a) GREEN, (b) BLUE, (c) TURQUOISE and (d) RED modules; 
Table S4: Upstream transcription regulators enriched for target genes of miRNAs in each module. 

Please fine Table S1–S3 in the supplementary material. 


