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Figure S2. iCLAP and RNA-seq binding to maxicircle 

(A) Pie chart of uniquely mapped iCLAP tags (~30-50 nt long) and RNA-seq reads to the maxicircle genome. 
Percentage of MRB8170 iCLAP tags, MRB4160 iCLAP tags and RNA-seq reads to pre- and fully-edited maxicir-
cle transcripts. Pre-edited, black; fully-edited, grey. Never-edited transcripts were excluded for the analyses. Our 
protocol successfully obtained ~30-50 nt long iCLAP tags, after the removal of the adaptor sequences. A draw-
back of the short read length of iCLAP tags is the resulting inability to quantitate the amount of reads originating 
from partially-edited mRNAs, therefore, in both cases, it is impossible to quantitate the amount of reads originat-
ing from partially-edited mRNAs, which creates a bias in the number of pre- and fully-edited iCLAP pie chart.
 
(B) Percentage of uniquely mapped RNA-seq reads to the three classes of maxicircle mRNAs. Three bar plots 
showing the percentage of uniquely mapped RNA-seq reads to pan-edited transcripts in the pre-edited and 
fully-edited regions, plus the total of the two (pre-edited and fully-edited), respectively, for each of the mt RNAs 
indicated on the x-axis.

(C) Normalized bar plot with respect to gene length of never-edited transcripts. Three bar plots show the normal-
ized data (using DEX-seq) with respect to gene length of MRB8170 iCLAP tags, MRB4160 iCLAP tags, and 
RNA-seq reads mapped to never-edited transcripts of the mt mRNA are indicated on the x-axis.


