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Relative transcript levels (siNKX2-1/siNTC)
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Figure D
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@ 5’ CATAATAACATATTATGCACTTGAAATTTGCTAAGAGAGTAGATCTTAGCTATTCTCACCACATAACAACAACATAAGTGGCTAGGTGAGGTGATATGCTA
GTATTATTGTATAATACGTGAACTTTAAACGATTCTCTCATCTAGAATCGATAAGAGTGGTGTATTGTTGTTGTATTCACCGATCCACTCCACTATACGAT

@ 5" TAGATGTCGCCTTCTCAAGTGGCCTTCTCTGACAGTTGAAAAGTCACGACGCCTCTTCATCCTCCCTCTCCCCTACTCATTTTCTCTCATTTCTCTGAAGT
ATCTACAGCGGAAGAGTTCACCGGAAGAGACTGTCAACTTTTCAGTGCTGCGGAGAAGTAGGAGGGAGAGGGGATGAGTAAAAGAGAGTAAAGAGACTTCA

5" ACACCAAAGGCATTCAAAAGTGCACTCAGAAAGGTCAAGAATTAACAGTAGGGCTGAAGTATCTAGCATAGGGAACTATAAACCTGCCCTGACAGAATGCT
TGTGGTTTCCCTAAGTTTTCACGTGAGTCTTTCCAGTTCTTAATTGTCATCCCGACTTCATAGATCGTATCCCTTGATATTTGGACGGGACTGTCTTACGA

@ 5’ CAAGCTCTTCACATGCCAGAGCCTTCCAGTGCCCTTGAGACCCCTCATTCCAAAGATCTCTTCATAGTTTTTCTCCTTCACAGAGCCAAGAGGGAATTCCC
GTTCGAGAAGTGTACGGTCTCGGAAGGTCACGGGAACTCTGGGGAGTAAGGTTTCTAGAGAAGTATCAAAAAGAGGAAGTGTCTCGGTTCTCCCTTAAGGG

5’ GTTTGGTTTACGACACTCACAGGAGAGACCTCATCCAAAGCCAATGTCATCCTTATGTAATTCTAACCAGCACAATTGTTAGATTTCTCAGCCACAAATAG
CAAACCAAATGCTGTGAGTGTCCTCTCTGGAGTAGGTTTCGGTTACAGTAGGAATACATTAAGATTGGTCGTGTTAACAATCTAAAGAGTCGGTGTTTATC
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Figure E
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Figure F
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