Table S2. Primers used in RT-qPCR experiments.

Amplicon GenBank accession Amplicon: Primer 5’ position (exon) Primer sequence
name number length
PCR-JAK2A14 N.A. 130 bp 2250 (13-15 junction) GCACACAGAAACTATTCAGAGAT
2467 (15) GCCAACTGTTTAGCAACTTCA
PCR-JAK2+14 NM_004972.3 191 bp 2277 (14) TTTGAAGCAGCAAGTATGATGAGC
2467 (15) GCCAACTGTTTAGCAACTTCA
YWHAZ[1] NM_003406.3 94 bp 1145 (6) ACTTTTGGTACATTGTGGCTTCAA
1238 (6) CCGCCAGGACAAACCAGTAT
GAPDH NM_002046.3 130 bp 129 (2-3 junction) CGGATTTGGTCGTATTGG
258 (4) GGTGGAATCATATTGGAACA
HPRT1 [1] NM_000194.2 94 bp 578 (6) TGACACTGGCAAAACAATGCA
671 (6-7 junction) GGTCCTTTTCACCAGCAAGCT
UBC NM_021009.6 158 bp 447 (1-2 junction) CGTCACTTGACAATGCAG
604 (2) TGTTTTCCAGCAAAGATCAG
SRp55 [2] NM_006275.5 165 bp 55 (1) CCCCTGTGGTGTGAGGCGCGTGTTC
219 (1) CCTTCTCCCGGACGTTGTAGCTCAG
Srp55-PTC+[2] NR_034009.1 253 bp 412 (2-3 junction) GCTACGGAAGCCGCATGACCAATGG
664 (3) GGCCACAAAACACGCAAGGTAACAG
hnRNP-A1 NM_002136.2 122 bp 544 (4) GCTTTGCCTTTGTAACCTTTGACG
665 (5) AGCCATCTCTTGCTTTGACAGGG
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