Table S1

AP2 C for
AP2_C_rev
AP2 A for

AP2_A rev
rs509813C_for
rs509813C_rev
rs509813G_for
rs509813G_rev
rs2104286A for
rs2104286A rev
rs2104286G_for
rs2104286G_rev
rs11594656A for
rs1l1594656A rev
rs11594656T for
rsl11594656T rev
rs41295061A for
rs41295061A rev
rs41295061C_for
rs41295061C_rev
rsl12722522C for
rsl2722522C_rev
rsl12722522T for
rsl2722522T rev
rsl12722508A for
rsl2722508A rev
rs12722508T for
rsl12722508T rev
rsl12722495A for
rsl2722495A rev
rs12722495G_for
rsl2722495G_rev
rs41295049A for
rs41295049A rev
rs41295049G_for
rs41295049G_rev
rs41295065A for
rs41295065A rev
rs41295065G_for
rs41295065G_rev
rs41295063A for
rs41295063A rev
rs41295063G_for
rs41295063G_rev
rs7909519G_for
rs7909519G_rev
rs7909519T for
rs7909519T_rev
rsl1l1597367A for
rsl1597367A rev
rs11597367G_for
rsl11597367G_rev
rs35285258C_for
rs35285258C_rev
rs35285258T for
rs35285258T rev

AACAAAACTGCAGGATCGAACTGACCGCCCGGGGCACGTGTC
TTGACACGTGCCCCGGGCGGTCAGTTCGATCCTGCAGTTTTG
AACAAAACTGCAGGATCGAACTGACCGCACGGGGCACGTGTC
TTGACACGTGCCCCGTGCGGTCAGTTCGATCCTGCAGTTTTG
AAGGCTTGGGCTCCTCCCCCCAGCCAAC
TTGTTGGCTGGGGGGAGGAGCCCAAGCC
AAGGCTTGGGCTCCTCCCGCCAGCCAAC
TTGTTGGCTGGCGGGAGGAGCCCAAGCC
TTAGTCATGGTAACACAAGTCATATGTGGTAAGATCTAC
AAGTAGATCTTACCACATATGACTTGTGTTACCATGACT
TTAGTCATGGTAACACAAGTCGTATGTGGTAAGATCTAC
AAGTAGATCTTACCACATACGACTTGTGTTACCATGACT
TTCGGTTCCTTGGTCTGTAGAGAGAAGGCATCATAGTGAG
AACTCACTATGATGCCTTCTCTCTACAGACCAAGGAACCG
TTCGGTTCCTTGGTCTGTAGAGTGAAGGCATCATAGTGAG
AACTCACTATGATGCCTTCACTCTACAGACCAAGGAACCG
TTGAACCCAGAAGCGACATTAGAAAGGGGTTCGTTTCACGGAATC
AAGATTCCGTGAAACGAACCCCTTTCTAATGTCGCTTCTGGGTTC
TTGAACCCAGAAGCGACATTAGCAAGGGGTTCGTTTCACGGAATC
AAGATTCCGTGAAACGAACCCCTTGCTAATGTCGCTTCTGGGTTC
TTGAAAGAGGGCTCATAATTCCACGTCAGGGAAGAGCCGCTGGC
AAGCCAGCGGCTCTTCCCTGACGTGGAATTATGAGCCCTCTTTC
TTGAAAGAGGGCTCATAATTCCATGTCAGGGAAGAGCCGCTGGC
AAGCCAGCGGCTCTTCCCTGACATGGAATTATGAGCCCTCTTTC
TTGAAAAGAATAGAACCCACCCACAGAAACTATCAGAGATCAAATG
AACATTTGATCTCTGATAGTTTCTGTGGGTGGGTTCTATTCTTTTC
TTGAAAAGAATAGAACCCACCCACTGAAACTATCAGAGATCAAATG
AACATTTGATCTCTGATAGTTTCAGTGGGTGGGTTCTATTCTTTTC
TTCCAGTTCCTTGAATACTTCCAAATCGCACTTAGGATTGAAAC
AAGTTTCAATCCTAAGTGCGATTTGGAAGTATTCAAGGAACTGG
TTCCAGTTCCTTGAATACTTCCAAGTCGCACTTAGGATTGAAAC
AAGTTTCAATCCTAAGTGCGACTTGGAAGTATTCAAGGAACTGG
TTGGTATAACATGCAAATGAGAGATGCCCAGGGCAAGAAAACTTG
AACAAGTTTTCTTGCCCTGGGCATCTCTCATTTGCATGTTATACC
TTGGTATAACATGCAAATGAGAGGTGCCCAGGGCAAGAAAACTTG
AACAAGTTTTCTTGCCCTGGGCACCTCTCATTTGCATGTTATACC
TTGGAGGAAAAGAGAAGAATCAACATGACTCAGATTTCTGGCTTG
AACAAGCCAGAAATCTGAGTCATGTTGATTCTTCTCTTTTCCTCC
TTGGAGGAAAAGAGAAGAATCAACGTGACTCAGATTTCTGGCTTG
AACAAGCCAGAAATCTGAGTCACGTTGATTCTTCTCTTTTCCTCC
TTGCTGGAGTGCAACAGTGCAATCTCAGCTCACTGCAACTTC
AAGAAGTTGCAGTGAGCTGAGATTGCACTGTTGCACTCCAGC
TTGCTGGAGTGCAACAGTGCAGTCTCAGCTCACTGCAACTTC
AAGAAGTTGCAGTGAGCTGAGACTGCACTGTTGCACTCCAGC
TTAATAGTCAATATAATTAAAATGATTACTTATGCAGTAATTA
AATAATTACTGCATAAGTAATCATTTTAATTATATTGACTATT
TTAATAGTCAATATAATTAAAATTATTACTTATGCAGTAATTA
AATAATTACTGCATAAGTAATAATTTTAATTATATTGACTATT
TTGGATTACAAGTGTGAGCCACCACACCCAGCGGTTGTGGGCA
AATGCCCACAACCGCTGGGTGTGGTGGCTCACACTTGTAATCC
TTGGATTACAAGTGTGAGCCACCGCACCCAGCGGTTGTGGGCA
AATGCCCACAACCGCTGGGTGCGGTGGCTCACACTTGTAATCC
TTCTTTTTTAACTTCTATCCCACTCATTATACCAAGATCAAA
AATTTGATCTTGGTATAATGAGTGGGATAGAAGTTAAAAAAG
TTCTTTTTTAACTTCTATCCCATTCATTATACCAAGATCAAA
AATTTGATCTTGGTATAATGAATGGGATAGAAGTTAAAAAAG




