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SUPPLEMENTARY FIGURES 
 

 

 
 

Supplementary Figure 1. GO and KEGG pathway enrichment analysis. (A) GO analysis of differentially expressed genes, which were 

screened by the number of genes ≥10, and enrich factors and ≥1.65; (B, C) The KEGG pathway enrichment of differentially expressed genes, 
which were screened by the number of genes ≥5, and the top 30 genes by qvalue. 
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Supplementary Figure 2. Venn diagram analysis was used to screen the potential quaternary ceRNA network focused on 
melanogenesis related mRNAs (TYR, SOX6, CTNNB1, IL6, FZD4, POMC, WNT3, CALM2, FZD7, MAPK11, RAB38, EDNRB, and 
GNAO1). 
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Supplementary Figure 3. After transfection with miR-1291 inhibitor for 48 h, the transfection efficiency were detected by 
qRT-PCR. 

 


