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Figure S1.  Validation of circRNA expression using divergent primers.  RT-PCR products 

amplified with divergent primers were purified and verified by Sanger sequencing to confirm the 

identity of the backsplice junction sequences.   

 



 

 

 

Figure S2.  Splice variants of hsa_circ_0001566.   (A) Schematic representation of the MAPK9 

pre-mRNA and the biogenesis of hsa_circ_0001566 splice variants produced by alternative 

splicing.  Boxes and straight lines represent exons and introns, respectively.  The black dotted lines 

represent splicing while blue dotted lines represent alternative splicing.  (B) Spliced full-length 

sequences of circBase and splice variants of hsa_circ_0001566.   

 



 

 

 

Figure S3.  Splice variants of hsa_circ_0007822. (A) Schematic representation of the 

hsa_circ_0007822 splice variants biogenesis from KDM1A pre-mRNA. Boxes and straight lines 

represent exons and introns, respectively. The black dotted lines represent splicing while blue 

dotted lines represent alternative splicing.  (B) Spliced full-length sequences of splice variants of 

hsa_circ_0007822.  The text colors correspond to the colors of the exon boxes in panel A. 

 



 

Figure S4.  Splice variants of hsa_circ_0084615.  (A) Schematic representation of the 

hsa_circ_0084615 splice variants biogenesis from ASPH pre-mRNA.  Boxes and straight lines 

represent exons and introns, respectively.  The black dotted lines represent splicing while blue 

dotted lines represent alternative splicing.  (B) Spliced full-length sequences of splice variants of 

hsa_circ_0084615.  The text colors correspond to the colors of the exon boxes in panel A.  

 

 

 



 

Figure S5.  Splice variants of hsa_circ_0009156.  (A) Schematic representation of the 

biogenesis of the splice variants of hsa_circ_0009156 from precursor AP3S2 pre-mRNA.  Boxes 

and straight lines represent exons and introns, respectively.  Thee black dotted lines represent 

splicing while blue dotted lines represent alternative splicing.  (B) Spliced full-length sequences 

of splice variants of hsa_circ_0009156.  The text color corresponds to the color of the exon box 

in panel A.  

 

 



 

Figure S6.  Splice variants of hsa_circ_0071410.  (A) Schematic representation of the 

biogenesis of hsa_circ_0071410 splice variants from PALLD pre-mRNA.  Boxes and straight 

lines represent exons and introns, respectively.  Thee black dotted lines represent splicing while 

blue dotted lines represent alternative splicing.  (B) Spliced full-length sequences of splice 

variants of hsa_circ_0071410.  The text colors correspond to the colors of the exon boxes in 

panel A.  

 



 

 

Figure S7.  Potential miRNA targets of circRNA splice variants.  MicroRNAs predicted by 

miRDB web tool to target splice variants of hsa_circ_0009156.  

  



 

Figure S8. Potential RBPs associated with circRNA splice variants.  Selected list of RBPs 

predicted by RBPmap web tool to target splice variants of hsa_circ_0009156 (A), and 

hsa_circ_0084615 (B). 

 

 

 


