Supplementary table S16. The regulatory potential of the studied SNPs

( HaploReg, v4.1, http://archive.broadinstitute.org/mammals/haploreg/haploreg.php)
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histone
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6 tissues
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Proteins
DNAse bound
BLD,BLD
5 tissues CFOS,GATA2
ESDR,IPSC,
MUS
IPSC
BLD,BLD
ESC
BLD,BLD
15 tissues CTCF
22 tissues 4 bound proteins

Motifs NHGRI/EBI

changed GWAS hits
ClZ,Myc,NF-AT1

21 altered motifs

p300

Myf

4 altered motifs

4 altered motifs

Pax-4

6 altered motifs

NRSF

GRASP Selected

QTL eQTL
hits hits
1 hit 2 hits
8 hits
3 hits
1 hit 1 hit
1 hit 6 hits
9 hits
12 hits
4 hits
1 hit 6 hits

GENCODE

genes

MMP8

1.6kb 5' of MMP1

MMP3

MMP2

1.6kb 5' of MMP9

MMP9

MMP9

MMP9

MMP9

MMP9




RefSeq dbSNP
genes func annot
MMP8 missense
LOC100288077 intronic
MMP3 missense
1.3kb 5' of MMP2

1.6kb 5' of MMP9

MMP9 intronic
MMP9 missense
MMP9 intronic
MMP9 missense

MMP9 missense




