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Table S1. Primer sequences (59 to 39)
Gene/construct Forward Reverse

Cloning

Δ59UTR PPan* GTGGCCTCTAGAATGGGGAAAGATAAGACCAAGAAC TCTAGATTACTTTCTCCTCTGCTTGAAGGG
PPanΔσ70† GAAGAGGGTCTTAGCGATGGCAAA AGCGCTCTGCTGAGCCTTCATGTT
Full-length c-Myc CTCGAGGGATTTATAAACGCGACCAAA CTCGAGTTAGACAAAGTTCCTCAGCTG

RT-PCR

5.8S rRNA TCGCGACTCTTAGCGGTG GGAGCGACCCTCAGACAG
PPan TGTGCACAAGGTCACCCTAA CCTCTCCGACTTCCTGTCTG
Pax6 TGCCCGACTCGACCAGACAGAAG GCGCAGCACTCGGTTTATTGATGA
N-cam GCCCCTCTTGTGGATCTTAGTGA ACAGCGGCAGGAGTAGCAGTTC
GAPDH GCCGTGTATGTGGAATCT AAGTTGTCGTTGATGACCTTTGC

qRT-PCR‡

PPan AAACTCCTCCAGGAGAAA CTTCACCAGCTGCAAAGTCATGCG
*Bold indicates the start codon; italics indicates mutations in the PPan MO1 binding site.
†Primers for inverse PCR were 59-phosphorylated.
‡For detection of 5.8S rRNA and GAPDH, the same primers as for RT-PCR were used.


