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Supplemental Figure S1. Comparison of different aligners adopted in
CIRCexplorer2.

(A) Summary of the different aligners that were applied for circRNA identification with
the CIRCexplorer2 pipeline. Note that not only circRNAs but circular intronic RNA

(ciRNAs) (Zhang et al. 2013) could be also predicted from all of the aligners.



(B) Comparison of detected circRNAs between different aligners. The best overlap was
found between TopHat/TopHat-Fusion and MapSplice.

(C) The false discovery rate of upgraded CIRCexplorer2 pipeline remains at the low
level. Note that over 85% of all or over 90% of highly-expressed circRNAs identified in
p(A)- RNA-seq were enriched by RNase R treatment in p(A)-/RNase R RNA-seq in

PA1 cells.



