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Figure 1: Exonization scenario for RPE2-1. (a) Structure of the human RPE transcript variant 2 (Stanchi et al. 2001) and a magnification focused on the exonization of the truncated Alu J element in Hominidae. Protein-coding regions of the exons are illustrated as thick gray boxes (marked with numbers), the 5’ and 3’ UTRs are shown as thick lines. Note that the start codon is located in the second exon (see NCBI accession number NM_006916; gi24307922). The intronic region of the Alu element is depicted as a blue box; the red box represents the exonized part of the Alu element, intronic sequences are shown in green. A horizontal arrow indicates the Alu sequence orientation. (b) Phylogenetic mapping of the important molecular events affecting exonization of the Alu J element. A blue spot marks the time of insertion/fixation in different primate lineages based on comparative sequence analysis (topology according to Goodman et al. 1998 and Schmitz, Roos, and Zischler 2005). ORF: an open reading frame enabled the exonization. (c) Sequence region of the potential 3’ and 5’ alternative splice sites. Chimpanzee and human are grouped in the subtribe Hominina (Goodman et al. 1990). The splice sites (AG and GT), defining the ends of the introns, are highlighted in yellow when RT-PCR support in humans is available, gray for expected splice sites based on comparison to the human sequence, and just encircled for potential splice sites leading to frame shifts. Resulting triplets of ORFs are shown in boxes. Proximal AGs at positions 280-281 and distal AGs at positions 276-277 in Alu sequences correspond to the numbering of Jurka and Milosavljevic (1991). The -7 position relative to the distal AG is numbered according to Lev-Maor et al. (2003). The proximal splice site mutation inHominina is shown in bold letters. Dashes represent deletions. Asterisks indicate that exonization is not expected for the corresponding taxa. 
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