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Figure legends
Figure S1. A predicted effect of the variant rs2424909 on transcription

factor-binding site. Comparison between C allele (A) and T allele (B) of rs2424909

for the putative transcriptional factor-binding site.

fx—seq( 0.. 59) agtactgggaccttgtgttctgtcacgtgttetgetgoccgeoocgecagtgts
Segments: A
2.1.1.1 13 22 =====GR===
2.3.3.0 16 25 ====ADR1==
1.3.1.2 22 31 ====[J5F===
1.6.1.0 22 31 =AP-2alph=
3.5.2.0 29 38 ===Erg-1==
3.5.1.2 33 42 ===Adf-1==
2.3.1.0 33 45 ======Spl====
Ig seql 0.. 59) agtactgggaccttgtgttctgtcatgtgttotgoctgeocgeoocgocagtate
Segments:
2.1.1.1 13 22 =====GR===
1.3.1.2 20 32 ======[]SF====
2.1.1.1 23 32 =====(;R===
3.5.2.0 29 38 ===Erg-1==
3.5.1.2 33 42 ===pdf-1==
2.3.1.0 33 45

Figure S2. A predicted effect of the variant rs4804490 on transcription
factor-binding site. Comparison between C allele (A) and A allele (B) of rs4804490

for the putative transcriptional factor-binding site.

fx_seq( 0.. 59) gtgctaggattacagatgtgagcciﬁcctgcctggctgtttttaaagtgtg
Segments:
1.1.3.0 8 17 =C/EBPalp=
1.1.1.1 17 26 ===c-Jun==
2.3.1.0 21 30 ====Spl===
4.3.1.1 34 43 ===MEB-1==
4.3.1.2 34 43 ====(GL0===
2.3.2.2 35 44 =====Hh===

B seq( 0.. 59) gtgctaggattacagatgtgageccaacctgootggetgtttttaaagtets
Segments: A
1.1.3.0 8 17 =C/EBPalp=
9.8.539 16 29 NF-1
9.9.173 17 26 ====CTF===
4.3.1.1 34 43 ===MEB-1==
4.3.1.2 34 43 ====GL0===
2.3.2.2 35 44 =====Hh===



Figure S3. A predicted effect of the variant rs1550117 on transcription

factor-binding site. Comparison between A allele (A) and G allele (B) of rs1550117

for the putative transcriptional factor-binding site.
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aattccaccagcacagccact Cactitgtgctcat ctcactcctccagcag

====Spl===

=C/EBPalp=

====MRF4==

aattccaccagcacagccactcactgtgtgctecatctcactcctccageag

====Spl===

=====GR===

=C/EBPalp=

Figure S4. A predicted effect of the variant rs7354779 on transcription

factor-binding site. Comparison between C allele (A) and T allele (B) of rs7354779

for the putative transcriptional factor-binding site.
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