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Figure S2 Construction of the DScmg mini-gene. For details, see Materials and methods. (A) Exons (boxes, E) and introns (lines) are not drawn to scale.
The doted lines for introns 1 and 2 indicate that their lengths remain unknown. The beginning and the end of the ORF are indicated by ATG and TGA or
TAA, respectively. AAA stands for poly-A(+). Orange arrows indicate the location of the primers used. (B) The Dscmg construct. The dotted lines from A to
B indicate the regions of the whole primary transcript that is represented in DScmg, where the solid lines indicate now the intron sequences.
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