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Figure S1. Alignment of AeCA3 splice variants. This figure shows only the alignments of the 5 and 3' UTR. The nucleotide sequences highlighted in black are identical
while nucleotide sequences highlighted in grey are similar. The 5' UTR is indicated by a magenta box, while the 3' UTR is indicated by a light blue boc. The 5' UTRs between
both variants are divergent except for the last 83 bp.
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Figure S2. Alignment of AeCA?7 splice variants. This figure shows only the alignments of the 5" and 3’ UTR. The nucleotide sequences highlighted in black are identical
while nucleotide sequences highlighted in grey are similar. The 5' UTR is indicated by a magenta box while the 3' UTR is indicated by a light blue box. The 5' UTRs between
both sequences are not similar to each other.



