
 

Supplement Figure 1. Profiling and Characteristics of circRNAs in LN Renal Tissues. (a) 

Clustered heatmap with each column representing a kidney tissue and each row representing a 

circular RNA identified by circRNA sequencing. The red indicates upregulated circRNAs, and the 

green indicates downregulated circRNAs. (b) Volcano plots showed abnormally expressed miRNAs 

between LN and normal controls. Red spots indicated the upregulated miRNAs, and blue spots 

indicated the downregulated miRNAs. 



 
Supplement Figure 2. GO and KEGG analysis. The top 10 predicted functions of the host gene 

regulated by circRNAs in LN were obtained with GO analysis. They were categorized based on (a) 

MF, (b) CC and (c) BP. The arrows indicate functions significantly involved in the pathogenesis of 

LN. KEGG analysis showed 29 signal pathways relate to differentially regulated circRNAs in LN. 

(d) Apelin and (e) tumor necrosis factor (TNF) signal pathways were 2/29 pathways obtained from 

KEGG analysis 


