Table S3: Sequences of MPRA Controls

Gene Type | Sequence
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Ref GTGTGCCCCTTTTCTCTTCTCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Mut GTGTGCCCCTTTTCTCTTATCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Ref GTGTGCCCCTTTTCTCTTCTCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Mut GTGTGCCCCTTTTCTCTTCGCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Ref GTGTGCCCCTTTTCTCTTCTCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Mut GTGTGCCCCTTTTCTCTTCTATGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Ref GTGTGCCCCTTTTCTCTTCTCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Mut GTGTGCCCCTTTTCTCTTCTCGGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Ref GTGTGCCCCTTTTCTCTTCTCTGTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
AGGAAATGCCAGGAGATGAGGGCAGAGAGCAGGCCGTTCTGGGGGAGGGATTCTGTGGGGACAGGGTGGCCTACTGG
PKRRE Mut GTGTGCCCCTTTTCTCTTCTCTCTCTCCCTTAGATAAGACCAGCAGTTTTGTCATCCTCTCCCTCTCATTCCA
CTGGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACAGATAA
ALAS2 Ref AGTTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAG
CTGGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACACATAA
ALAS2 Mut AGTTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAG
TGGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACAGATAAA
ALAS?2 Ref GTTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAGG
TGGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACAGGTAAA
ALAS?2 Mut GTTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAGG
GGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACAGATAAAG
ALAS?2 Ref TTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAGGA
GGAGATATGTGTTTCCCTTCCCCTGCCTGCTTGTGAAAGCTAAAGCACTTGGGGCTGAGCCTGCAGACCACAGACAAAG
ALAS?2 Mut TTGCCAGAGTTTATCGCCATTGGGGTCTGACCACTCCCCAAGCTGAGACCAGGGCGTGGGAGAGAAGAGGA
TGGAAGAGACCTATCCCTCCTACACCATGACTTAGCACTAATGGGCTTGTTCTTTCTGAAGACCCCTGTCACTGATAAGG
UROS Ref CCAAGAAAGAGCATGTTAGCAGTTGATATCACTTGGAAAGACAGATGAAACCATTAGTGAAAGCCAAGTG




TGGAAGAGACCTATCCCTCCTACACCATGACTTAGCACTAATGGGCTTGTTCTTTCTGAAGACCCCTGTCACTGGTAAGG

UROS Mut CCAAGAAAGAGCATGTTAGCAGTTGATATCACTTGGAAAGACAGATGAAACCATTAGTGAAAGCCAAGTG
GTTGTTTAAAATTTTCTCTGAGACACGACGTTCTCCTACCTAACTCTTATTGAAATGAACAAAAAACCCTCCTCCAATTACC
SPI1 Ref CACCCTCCCCACTCTCCCCTCTAGACTAAATGTATGCCTGAACTCTGAGGGTTCCGTCATGGGGCCCA
GTTGTTTAAAATTTTCTCTGAGACACGACGTTCTCCTACCTAACTCTTATTGAAATGAACAAAAAACCCTCCTCTAATTACC
SPI1 Mut CACCCTCCCCACTCTCCCCTCTAGACTAAATGTATGCCTGAACTCTGAGGGTTCCGTCATGGGGCCCA
TAACATTAATCTATTCCTGCACTGAAACTGTTGCTTTATAGGATTTTTCACTACACTAATGAGAACTTAAGAGATAATGGCC
HBG2 Ref TAAAACCACAGAGAGTATATTCAAAGATAAGTATAGCACTTCTTATTTGGAAACCAATGCTTACTAAA
TAACATTAATCTATTCCTGCACTGAAACTGTTGCTTTATAGGATTTTTCACTACACTAATGAGAACTTAAGAGAGAATGGC
HBG2 Mut CTAAAACCACAGAGAGTATATTCAAAGATAAGTATAGCACTTCTTATTTGGAAACCAATGCTTACTAAA




