
 

 
Figure S1. Go and KEGG analysis of differentially expressed lncRNAs. (A) GO analysis 

of differentially upregulated lncRNAs in the biological process category. (B) GO 

analysis of differentially upregulated lncRNAs in the cellular component category. (C) 

GO analysis of differentially upregulated lncRNAs in the molecular function category. 

(D) GO analysis of differentially downregulated lncRNAs in the biological process 

category. (E) GO analysis of differentially downregulated lncRNAs in the cellular 

component category. (F) GO analysis of differentially downregulated lncRNAs in the 

molecular function category. (G) KEGG analysis of differentially upregulated lncRNAs. 

(H) KEGG analysis of differentially downregulated lncRNAs. GO, Gene Ontology.KEGG, 

Kyoto Encyclopedia of Genes and Genomes. 

 



 
Figure S2. The GO and KEGG analysis of lncRNA NR_003508, lncRNA uc008scb.1 and 

lncRNA ENSMUST00000159072-coexpressed mRNAs. (A) GO analysis of lncRNA 

NR_003508-coexpressed mRNAs. (B) KEGG analysis of lncRNA 

NR_003508-coexpressed mRNAs. (C) GO analysis of lncRNA uc008scb.1-coexpressed 

mRNAs. (D) KEGG analysis of lncRNA uc008scb.1-coexpressed mRNAs. (E) GO analysis 

of lncRNA ENSMUST00000159072-coexpressed mRNAs. (F) KEGG analysis of lncRNA 

ENSMUST00000159072-coexpressed mRNAs. 


