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Figure S1. (A) Data preprocessing pipeline for mRNA and lncRNA. (B) 

Candidate lncRNA identification with coding potential assessment of CNCI, 

CPC2, and PfamScan; the black arrow refers to the final candidate lncRNA. 
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Figure S2. (A) The Venn diagram demonstrating the relationship between 

DEmRNAs and target genes. (B) The heatmap displaying the expression levels 

of DEmiRNAs target genes. (C) GO enrichment analysis of DEmiRNAs target 

genes. (D) Genetic interactions and co-expression networks of key genes in the 

Ras signaling pathway. (E) Sankey diagram of the miRNA-mRNA network. 

Table S1. The sequences of primers. 

Primers Sequences 

ssc-miR-181a AACATTCAACGCTGTCGGTGAGTT 

ssc-miR-331-3p GCCCCTGGGCCTATCCTAGAA 

ssc-miR-342 TCTCACACAGAAATCGCACCCGTCA 

U6-R TGGAACGCTTCACGAATTTGCG 

U6-F GGAACGATACAGAGAAGATTAGC 

 


