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CGGCACCGGC
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TCTCGGATCC
GCCGCCTCCT
TAGCGAGAGT
CTTACAACCC
TCCGATGGGG
ATTAGTAACA
AAGGGTCTGC
GGACCGACCC
TTGGATATTT
CAATACAAGC
GGTCTGCCGC
CCACCTCTAC
ACCCCATAAC
TGCCTGACAC
CCTTTCCAGC
AGTGTCAGTA
TATCAGCTGA
aaagggttCG
aggatCGgct
tcccaccctt
agccaaagca
CGaCGtagtC
GGTGGCCTGG
TCTTGTGGTG
TGGCTTGGCC
GCTGGTGGTG

TGGAGGCTGC
AGACCAAGTG
CGCCTTCATA
AGTTAAAACT
CCCACGTCTA
GTGGCATCGT
AGGCAGGCCG
CCCCTGACTG

GCAGACCTCG
GGGCAGCACC
TATCTGCTTC
AAAGAATGAA
CTCCCCCACT
CCGGCCACGC
GGAAGGCGGA
GGCCGGGAGC

ACGGGCCCTA
CTGCGACCCT
CTTAAGTCCA
AGCACTAGGT
CTCGCCAGGC
CCAGTGGCAG
GCCAGGCCGG
CCGGGGCTGG
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CCGGCGGCAC
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GCTAGCCAGT
GGAGCTCCAG
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GAGCAGTCGG
CCGTCACAGC
GGACCTACCC
CTTCTCCTCA
TGCCCCCGGA
GTACGGGGAC
ACCTCCTACA
ATCCTCAGTG
CCAATAACAT
ATCCCCCCAG
TCCGCGGGGT
TGCCGACACA
CAAGGGTCCG
AACATCAGCT
cccCGececac
cCGcceceCGg
tgcCGtcccce
tggagaatca
GtgatCGgag
GGGACCCTGG
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CCATATCCTG
TGACTGGGGG

TCCCAGTGGA
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ACTCCAAGAG
ATCCCCAAGT
CTCCAATCAG
CGCCCGTAAA
GGGTTCAGCA
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CCCAGTAACA
TCCAGCTTCC
TTCCCCAGTG
TGTCAAGGCA
TCAATACAAG
AGGACATTCT
CCCCGCTCTC
CCGCCCCTgg
agtgccCGgce
gctcccCGgg
actcctgtgc
agagaaggCG
gtggcatttc
CCAGTGAGGG
TCTCATGCAT
CGAGGTAGGA
AGGCAGACAC

GCACGTCCTC
CCAATCAGCA
TGGCCTCCGG
CTACCACCAG
GACACCGGCA
CTCCCCCGTA
CCCCACGGGG
ACCTCAGTGT
CAATGACCTT
CCCCCGAGTG
CCTGGGGTTT
TCGCCACAAG
GGCGTCTACC
AACCTCCTGC
AAACCTAATA
AGTGCCCAGC
gCGctccCGyg
tcceecCGgg
ggagttgata
ctaCGaccca
agtatCGCGyg
agGTCAGTGT
GTAGGGGAAC
GCGAGAGTGT
GTGGGGGTTG
AATAATTTTA

CATGACGTCA
GCGATCCTGC
CTCTTGCCCA
TGAGAGCCCA
AACCGCGCCC
GGTTTCCAGC
CCTAGAGTCA
TCTCTAAGAG
GAAGCAGAAC
AAACGCCTCA
GCACCAGTAC
ACCAGTACCC
CCCGCCCGAA
GCTTGGACGA
TGGCGGTCCG
AACTGCCGAG
CTACCGGTCT
GGTTTCAGCG
CTCGAACTCC
TTCCCTGGGT
GAGTCATTGC
TTTGGTAAAA
CCGACTACAC
TCGCAAGTGT
TCAGTACAAG
GGTACCAGGA
CACCTCCTGC
CCCACCTCAG
ACCCAGTAAT
ACTCTCGCCG
TCCCCCCGGG
agtatcagca
tatcaaaaga
gaagggtcct
ggagCGtgtc
gccacatgtt
GGACCGTAGC
CTACAGTAGC
AGTGTAGCCA
TGCCAGTTTT
CTACTACTAC

Figure 1. The sequence and structure of the MAOA promoter region. The first CpG island
begins at bp 43398975 and contains 18 CpG residues. A second CpG island begins at bp
43399493 and contains 70 CpG residues. The position of each of the CpG residues is noted in
the figure. The first exon of MAOA is denoted by small blue letters and is wholly contained
within the second island. The positions of the primers used to amplify the MAOA VNTR are
denoted by boxed letters. The transcription start site (TSS) is at bp43400353 between CpG
residues 64 and 65.
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