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Supplementary Table S4 miRNA super-sponge circRNAs 

 

 

 

 

Figure S1.  RBPs binding to circRNAs.  A. RBPs binding to mature circRNAs.  B. Relative number of 

circRNAs targeted by any RBP on the junction compared to the number of circRNA targeted at mature 

circRNA sequence.  C. Ratio of number of circRNAs targeted by RBPs on flanking sequences of 

circRNA relative to mature circRNA. 

 

Figure S2. Genomic and mature sequences of a given circRNA.  Illustrative screenshots from the 

CircInteractome showing the genomic (top) and mature circRNA (bottom) sequence for hsa_ 

circ_0000020.  Blue line indicates a break in the sequence. 

 

Figure S3: CircRNA binding sites for a given interacting RBP.  A. RBP (HNRNPC) binding sites on 

all reported circRNAs.  B. Search for specific RBP (HNRNPC) binding site on any circRNA 

(hsa_circ_00000143). 

 

Figure S4.  RBP-binding site on circRNA junction and flanking sequence.  A. Details of EIF4A3 

binding sites on hsa_circ_0000020 junction sequence.  B. Details of EIF4A3 binding sites on 

hsa_circ_0000020 flanking sequence. 

 

Figure S5.  miRNA-circRNA interactions predicted by CircInteractome.   
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Figure S6.  Divergent primer design output.  A. Divergent primer design output file for 

has_circ_0000020 using NCBI primer design tool.  B.  Divergent primer design output file for 

has_circ_0000020 using Primer3 (v. 0.4.0) primer design tool. 

 

Figure S7.  Design of siRNAs directed at circRNA junction.  The numbers in the parentheses represent 

the priority.  To finalize the sequence, the user needs to add dinucleotide (dTdT) 3’DNA overhangs to 

increase the efficiency of the siRNA. 
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CircRNA Junction
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