Table S6.  Predicted transcription binding sites for studied markers.

rs1935881
CTTCCCTTTCTACATTCTAGGAACCAATAATCAGCACACTCGGCACAATTAT ancestral allele 

seq(    0..   59)     cttccctttctacattctaggaaccaataatcagcacactcggcacaattat

Segments:

3.6.1.0    7    16           ====TEC1==
3.4.1.0    14   23                  ====HSTF==
1.1.3.0    20   29                        =C/EBPalp=
3.1.2.2    26   35                              ===Oct-1==
1.3.1.2    31   40                                   ====USF===
3.1.2.1    46   55                                                  ===Pit-1==
CTTCCCTTTCTACATTCTAGGAACCAGTAATCAGCACACTCGGCACAATTAT mutant allele
seq(    0..   59)     cttccctttctacattctaggaaccagtaatcagcacactcggcacaattat

Segments:

3.6.1.0    7    16           ====TEC1==
3.4.1.0    14   23                  ====HSTF==
1.3.1.2    31   40                                   ====USF===
3.1.2.1    46   55                                                  ===Pit-1==
* TEC1, HSTF, C/EBPalp, Oct-1, USF e Pit-1 are the transcription factors in the binding-sites of rs1935881 when the ancestral allele is considered. When the allele changes, we can observe that 2 transcription factors (C/EBPalp,  Oct-1) disappear.

  rs1342913
GCCTAAAATCAAAAAACTGGAGAAAAGATGACGTGACACTGATCTCCAAGCA ancestral allele
seq(    0..   59)     gcctaaaatcaaaaaactggagaaaagatgacgtgacactgatctccaagca

Segments:

2.3.1.0    18   27                      ====Sp1===
1.1.1.6    24   37                            =====ATF====
2.3.3.0    25   34                             =CPE_bind=
1.1.2.0    28   37                                ====CREB==
1.1.3.0    44   53                                                =C/EBPalp=
GCCTAAAATCAAAAAACTGGAGAAAAAATGACGTGACACTGATCTCCAAGCA mutant allele

seq(    0..   59)     gcctaaaatcaaaaaactggagaaaaaatgacgtgacactgatctccaagca

Segments:

1.1.3.0    23   32                           =C/EBPalp=
1.1.1.6    24   33                            ==CRE-BP1=
2.3.3.0    24   33                            =CPE_bind=
9.9.51     24   33                            ====ATF===
1.1.2.0    28   37                                ====CREB==
1.1.3.0    44   53                                                =C/EBPalp=
  * Sp1, ATF, CPE bind, CREB e C/EBPalp are the transcription factors in the binding-sites of rs1342913 when the ancestral allele is considered. When we consider the mutant allele, an additional transcription factor (C/EBPalp) and a new one (CRE-BP1) appear whereas Sp1 disappears.

  rs57694932

CTTTTAAAATTAACAAATGCAACAGTCCAGAAAAGTTAATAAAAAAAAGCTTAATCCTGAT   ancestral allele

seq(    0..   59)     cttttaaaattaacaaatgcaacagtccagaaaagttaataaaaaaaagcttaatcctga

Segments:

1.1.3.0    8    17            ===C/EBP==
CTTTTAAAATTAACAAATGCAACAGTCCAGGAAAGTTAATAAAAAAAAGCTTAATCCTGAT   mutant allele

seq(    0..   59)     cttttaaaattaacaaatgcaacagtccaggaaagttaataaaaaaaagcttaatcctga

Segments:

1.1.3.0    8    17            ===C/EBP==
9.9.428    29   38                                 ===ISGF-3=
  * C/EBP  is the transcription factor in the binding-sites of rs57694932 when the ancestral allele is considered.      When we consider the mutant allele, one new transcription factor (ISGF-3) appears.

 rs10494634

CATTATGAGAGAATAATTCTTACATGGCAGAGAACTATAATAAATTCTAATGTAATGTTC   ancestral allele

seq(    0..   59)     cattatgagagaataattcttacatggcagagaactataataaattctaatgtaatgttc

Segments:

1.1.3.0    47   56                                                   =C/EBPalp=
2.1.1.1    51   60                                                       =====GR==
CATTATGAGAGAATAATTCTTACATGGCAGTGAACTATAATAAATTCTAATGTAATGTTC   mutant allele

seq(    0..   59)     cattatgagagaataattcttacatggcagtgaactataataaattctaatgtaatgttc

Segments:

9.9.539    20   29                        ====NF-1==
1.1.3.0    47   56                                                   =C/EBPalp=
2.1.1.1    51   60                                                       =====GR==
  * C/EBPalp e GR are the transcription factors in the binding-sites of rs10494634 when the ancestral allele is considered. When we consider the mutant allele, one new transcription factor (NF-1) appears.

