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Chimeric eCLIP libraries generated

Chimeric reads are enriched for oligo complementary sites
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Figure 6: Pie charts depict the relative frequency of peaks that map to each feature from the chimeric
reads in oligo transfected samples. (A) p110 eCLIP replicate 1 (sample 3); (B) p110 eCLIP replicate 2
(sample 4); (C) p150 eCLIP replicate 1 (sample 7); (D) p150 eCLIP replicate 2 (sample 8). (E) Legend for
(A)-(D). There are more reads mapped to CDS and fewer reads mapped to introns in the chimeric
reads compared to non-chimeric reads (Figure 5 A-D).

Figure 3: Western blot of the immunoprecipitation during the ADAR1 chimeric eCLIP experiment in
Hep3B cells. (A) Antibody against both isoforms. There is no significant p150 band present in these
samples. The results mostly reflect p110 binding sites. (B) Antibody specifically against p150.
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