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Figure S5. Logo representation of the consensus sequences (30 nts) around the 5° and 3’ extremities of
the mRNA fragments identified at intron circle splice junctions. The EBS1-IBS1 and EBS2-IBS2 base
pairing interactions for LI.LtrB-ALtrA+LtrA and LI.LtrB-WT (a) as well as LLLtrB-EBS1/Mut-
ALtrA+LtrA (d) are depicted. The consensus (Figure 3, S1) and adjusted consensus (Figure S2-S4)
sequences are shown for LL.LtrB-ALtrA+LtrA (b), LLLtrB-WT (¢) and L1.LtrB-EBS1/Mut-ALtrA+LtrA
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