Supplemetary Table 1

NO. Polymorphism Position ~ Gene Coordinate % genotyping HWE HWE Freq SE(freq) Major Minor Ancestral Disease  CNS Altered
ensembl R3.de failure CHI p allele allele allele association region TF binding
1 1517674015 131437995 16 001 094 029 004 G T G NFAT-1 (WT)
2 1512656759 131443827 31 001 093 050 004 G A G runt-factor AML-1 (WT)
3 rs587759 Promoter  IL3 131468696 31 001 091 020 004 G A <
4 rs181781 Promoter  IL3 131471331 172 196 016 005 002 G A G +  cellular and viral ccaat box (WT)
5 rs31480 Promoter  IL3 131472548 109 005 08 026 004 c T RA r
6 rs40401 Exon (&) 131472694 109 005 082 026 004 c T RA
7 rs31481 Intron 3 131473418 109 001 091 021 004 G A nfat-1and AREB (WT)
8 152069803 3UTR (&) 131476649 188 08 037 032 004 T c
9 rs246844 3UTR 3 131477550 00 006 081 022 004 G A ARE B6 (WT)
10 rs3091338 3UTR s 131478954 109 006 081 035 004 c T c
11 rs31473 3UTR 3 131480662 16 010 075 028 004 A T T
12 rs721121 Enhancer  CSF2 131482649 31 025 062 039 004 T G T -
13 rs27348 3UTR CcsF2 131483355 00 050 048 027 004 T A
14 rs2069614 Promoter  CSF2 131483817 a7 052 047 038 004 T c
15 rs2069616 Promoter  CSF2 131484203 16 059 044 037 004 A G runt factor AML-1 (WT)
16 rs1469149 Promoter  CSF2 131485058 16 027 061 034 004 A c zinc finger (MT)
17 rs743564 Intron CsF2 131487095 141 040 053 032 004 T c T -
18 rs25881 Intron CcsF2 131487354 16 001 091 023 004 c T
19 rs25882 exon CsF2 131487676 a7 051 047 027 004 T c Gata binding factor 1 (MT)
20 1525883 3UTR CcsF2 131488148 141 008 077 026 004 G A areb6 (WT / MT)
21 rs25884 3UTR CcsF2 131488454 109 001 093 025 004 A G t
22 1527438 3UTR CcsF2 131489471 00 035 056 026 004 G A N
23 152301579 131629556 a7 093 033 041 004 G T G 1BD
24 157727544 131666750 78 121 027 040 004 A G G *
25 159895 Exon RIL 131684158 31 006 080 010 003 [ c c
26 15162881 Exon RIL 131685010 00 013 072 010 003 T G G
27 1GR3097a_1 131699052 a7 014 071 007 002 G A
28 157705189 131699574 203 017 068 044 004 T c T 1BD activator protein 4 (WT)
29 5157572 131702328 00 075 039 038 004 c G G
30 13761661 131704651 109 045 050 005 002 A T A
31 IGR3081a 1 131707069 a7 016 069 039 004 T G T 1BD
32 IGR3066a_1 131714541 156 006 081 044 004 A T A
33 152073838 131725438 31 014 071 006 002 c T c
34 15272842 Intron SLC22A4 131732733 a7 016 069 039 004 G A A tefLUker-fLnrfL (WT)
35 15270602 131732016 63 020 065 039 004 [ A A
36 15273915 Intron SLC22A4 131736335 16 004 085 033 004 c G c
37 rs273014 131736648 109 040 053 039 004 A T T AP1 binding site (WT)
38 IGR3018a_2 131738724 125 045 050 005 002 T G T
39 15272893 Exon SLC22A4 131739278 a7 009 077 036 004 G A T +  activator protein 4 (MT)
40 15434615 Intron SLC22A4 131740565 31 004 085 031 004 T c T
41 15272879 Exon SLC22A4 131746762 a7 001 093 037 004 c ¢ c
42 15272874 Intron SLC22A4 131751262 a7 016 069 039 004 T c c
43 IGR2292a_1 131762696 31 014 071 006 002 A c A
44 154705938 131770293 9.4 003 085 042 004 A G A 1BD
45 152631362 131783509 125 004 084 029 004 T c T
46 15582490 Intron SLC22A5 131786311 16 001 093 032 004 c T
47 15274567 Intron SLC22A5 131790625 16 015 070 038 004 [ A
48 1517622208 131793267 9.4 003 085 042 004 c T c 1BD EKLF/ activator protein 4 (WT)
49 IGR2225a_1 131795906 16 014 071 006 002 c A c t
50 15274559 E/lboundary SLC22A5 131796286 16 015 070 038 004 T c t
51 15274555 Intron SLC22A5 131799167 63 006 081 038 004 [ A
52 15274550 131804928 16 003 087 025 004 A c nfatl (MT)
53 15274549 Intron SLC22A5 131805334 00 001 092 026 004 [ T
54 15274548 Exon SLC22A5 131807023 a7 039 053 025 004 G A c-abl src type TK(WT)
55 r1s14701 Exon SLC22A5 131807139 109 002 087 027 004 c A t
56 1512517950 131807543 16 004 085 035 004 T c T t arebs (WT)
57 1517689595 131808991 94 004 084 016 003 c T c
58 1511739135 131809614 109 001 094 031 004 c G 1BD
59 151016988 131820790 31 001 091 020 004 A G A
60 154475253 131852722 31 001 092 035 004 T c T gata binding factor 1 (MT)
61 1512521868 131860610 16 000 095 037 004 c A c 18D
62 152522044 131868062 00 003 08 035 004 G A G
63 154705950 131869502 172 364 006 040 004 G A 1BD *
64 152522047 131872098 00 001 092 023 004 c A c t
65 152706393 131872283 31 003 087 023 004 c T c t
66 IGR2063b_1 131876967 109 009 077 039 004 c 9 c 1BD cfil/kerfunifl (MT)
67 152522057 131878163 9.4 001 094 036 004 G c G 1BD
68 152248116 131880563 00 002 089 037 004 T G T 1BD heat shock factor 1 (MT
69 157719499 131890307 00 145 023 030 004 [ c c smad3 (WT)
70 1839 Exon IRF 131895342 00 102 031 030 004 c T c JIA 5
71 152070729 131896137 31 004 084 048 004 c A A
72 152070727 131896491 31 164 020 030 004 c A c
73 1510068129 Intron IRF 131897463 00 102 031 030 004 c T c
74 152070726 131897954 00 180 018 031 004 c A c
75 152070725 131898004 78 117 028 029 004 c T c
76 152706384 Promoter  IRF 131903096 16 131 025 030 004 A c c mzfl (MT)
77 152549005 131903407 31 164 020 030 004 G A G
78  IGR2008a_1 131903994 a7 018 067 048 004 c T T
79 rs2549004 131904041 31 282 009 031 004 c < G
80 15736801 131909815 63 009 077 037 004 c T c
81 152706390 131918497 a7 084 036 016 003 c A c S0 5 (WT)
82 152706391 131919523 16 049 048 017 003 T c T
83 15743562 3UTR s 131948599 a7 291 009 048 004 c T c
84 152069812 Promoter  IL5 131956132 156 001 092 032 004 c T
85 517166050 131991430 78 447 003 019 003 c T + MyT1 zinc finger TF (MT)
86 1512187537 132016121 a7 393 005 019 003 A c ccaat/enhancer bp beta (WT)
87 153798135 132041325 00 237 012 020 004 G A G cut-like protein (WT)
88 151800925 Promoter 113 132069025 63 133 025 019 003 G A A asthma t
89 rs2066960 Intron [[EE} 132070651 109 008 078 009 003 c A A
90 151295686 E/l boundary 1L13 132072059 63 153 022 025 004 G A A upstream stimulating factor (WT)
91 1520541 Exon 113 132072180 00 005 08 023 004 c T c asthma
92 151295685 Exon L3 132072661 00 005 08 023 004 c T c asthma t
93 15848 Exon 113 132072716 31 009 077 023 004 G T T
94 rsa7 Exon 13 132072885 a7 020 066 022 004 c T T -
95 152069757 3UTR 113 132074629 78 003 085 008 002 [ A 9
96 152243204 3UTR L3 132075710 00 013 072 010 003 c T T
97 152243208 3UTR 113 132077367 141 013 071 011 003 A G A
98 152243210 3UTR s 132077602 78 003 085 008 002 G A
99 152243211 Promoter 14 132077638 188 004 085 009 002 c A c
100 152243219 Promoter  1L4 132078341 00 003 087 009 002 A G G
101 152243228 Promoter  IL4 132080579 00 003 087 009 002 A c A
102 152243302 Promoter  IL4 132080747 16 013 072 010 003 G A G smad3in (MT)
103 152243248 Promoter 14 132084860 31 162 020 004 002 T G T
104 152243250 Promoter 14 132085370 00 092 034 015 003 c T c sox5in (MT)
105 152070874 Exon L4 132085926 31 108 030 015 003 c T t
106 rs734244 Intron L4 132086942 00 092 034 015 003 G A t
107 152227284 Intron L4 132088941 a7 005 083 025 004 c A
108 152243263 Intron L4 132089515 a7 003 087 010 003 c 9 c
109 152243266 Intron L4 132090005 31 108 030 015 003 c T octamer binding factor 1 (WT)
110 152243268 Intron L4 132090179 00 092 034 015 003 A c A mzfLin (MT)
111 152243270 Intron L4 132000325 00 007 079 016 003 T c
112 152243289 E/l boundary 1L4 132094348 31 108 030 015 003 T c T
113 152243200 E/l boundary 1L4 132004385 00 122 027 016 003 c A c AREBG in (MT)

*Localed within a CNS region
* Located within 300bp of a CNS region



