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1884163 rs2039317
1884934 rs10811026
1887124 rs4741619

1900689 rs10122055
1908927 rs4741629

1915483 chr9_1915483_A_G
1920099 rs10125711

1928115 chr9_1928115_A_G 0.808 103 0.712 0.683
1938181 chr9_1938181 C T 0933 123 0.103 0313
1945517 rs7047972 0.939 1.05 0.712 0.519
1957974 rs7857865 0.495 11 0.125 0.305
1966130 rs4014085 0.534 103 0.607 0.858

1980819 rs7858803
1982607 rs7027936
1989033 rs7864828
1999277 rs10119055
2024639 chr9_2024639_C_T]
2028382 rs10964461
2034908 rs7862617
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Figure S1 Locus 9p24.3, 28 significant haplotypes sorted by OR (Figure 1 in the article). The
haplotype with the lowest p-value is marked in black and other significant haplotypes in gray.
Additional individual SNP data to the right — first column = SNP frequency (F), second column
=SNP OR, third column = SNP p-value. The fourth column to the right is comparable SNP p-
value collected from BCAC homepage.
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105443792  rs17104291 0.67 0.823
105461351  rs1373925 0.662 0.431
105462421  rs9919664 0.186 0.299
105482024  rs11226805 0.406 0.414
105503658  rs4754133 0.304 0.747
105510772 chrll_105510772_C_T 0.574 0.446
105514964  rs10791764 0.141 0.34
105529933 rs11226820 0.143 0.362
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0.0247 0.591
0.0603 0.403

105536018 rs1822989
105541743 rs1445617
105542560 rs11606220

105588070 rs12808612 0.527 0.787
105593543 rs7931588 Q' 0.0419 0.224
105610205 rs7928594 < 0.103 0.146
105614894 rs2186598 — 0.199 0.97
105615253 chrll_105615253_A_G m 0.15 0.528
105630803 rs11822168 w 0.839 0.346
105645648 rs10791774 0.271 0.904
105661240 rs7934866 0.506 0.286
105698982 rs688053 0.632 0.158
105719522 rs528205 0.764 0.981
105721469 chrll_105721469_A_G 0.32 0.469
105725953 rs637569 0.491 0.537
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Figure S2 Locus 11g22.3, one significant haplotype and three borderline significant familial
haplotypes sorted by OR (Figure 2 in the article). The significant haplotype is marked in black
and borderline significant in light gray. Additional individual SNP data to the right — first
column = SNP frequency (F), second column = SNP OR, third column = SNP p-value. The
fourth column to the right is comparable SNP p-value collected from BCAC homepage.
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Position  SNP & Q g
24088722 chr15_24088722_A_G G G G G G 0.894 0.939 0.506 0.193
24090025 rs4778340 A AAAAAAAAAA A AAAAA 0.564 1.09 0.141 0.065
24103805 rs17117614 GGGGGGGGGGG GGGGGG 0.258 114 0.0522 0.18
24104152 rs11161353 GGGGGGGGGGG G GGGGG 0.859 0.98 0.811 0.39
24114098 chrl5_24114098 A_G GGGGGGGGGGG G GGGGG G 0.939 1.04 0.743 0.88
24117257 rs1459985 GGGGGGGGGGG GGGGGG G 0.857 1.01 0.924 0.245
24120926 rs72703997 GGGGGGGGGGG GGGGGGGG 0.935 134 0.0287 0.317
24131291 rs8037816 A A AAAAAAAAAA A AAAAAAA 0.656 0.954 0.445 0.367
24136844 chr15_24136844_A_C C e € (&g & & € (& & (g (€ (g © & & & & (& (€ (g 0.798 0.945 0.432 0.546
24139079 rs1002907 4G GG GGGGGGGGG GGGGGGGG 0.849 0.898 0.175 0.503
24141018 chr15_24141018 C_T G GG GGGGGGGGG GGGGGGGGG 0616 0.946 0.359 0.469
24144958 rs12591922 G GGGGEGGEGGEGGEGG6G66G6G6G6G6G6GG6GGG6G 05N 1.05 0.455 0.274
24148457 rs6576648 G GG GGGGGGEGEGGEGEGGEGEGEGGGGG6G 049 1.07 0.233 0.173
24150317 rs12437706 INA A AAAAAAAAAAAAAAAAAAAA 026 114 0.0484 03
24150918 rs2353498 G GG GGGGGGEGEGEGEGGEGGEGEGGGG6G 0594 1.03 0.643 0.683
24152094 rs12148769 4 G G G G GGGGGGEGGGEGEGEGE6GGEGGGG 0913 0.931 0.484 0.017
24152993 rs11635083 [ G G G G GGGGGGGGGG G GGGG G 0653 1.09 0.165 0.625
24158210 rs12440005 INA A A A A A AAAAAAA A AAAAA 0228 113 0.0748 0.306
24158326 rs12899677 4 G G G G G GGGGGGGG G GGGG o051 1.02 0.768 0.528
24173505 rs12915222 [ G G G G G G GGGGG G G GGGG 073 115 0.0446 0.218
24175030 rs2353505 INA A A A A A AAAAA A A AAA 0312 116 0.0192 0.778
24175704 rs898368 INA A A A A A A A A A A A A A 0311 117 0.015 0.797
24178859 rs4778264 INA A A A A A A A A A A A 078 113 0.09 0.043
24180113 rs8041086 4 G G G G G G G G G G 0339 112 0.0699 0.328
24191524 chr15_24191524_C_G P G G G G G G G G 0947 113 0.378 0.622
24193582 chr15_24193582_G_T Iy A A A A A A 0757 1.09 0.206 0.024
24196452 rs12906805 Y A A A A A 0524 1.05 0.381 0.866

Figure S3 Locus 15q11.2, one significant and 22 borderline significant familial haplotypes
sorted by OR (Figure 3 in the article). The significant haplotype is marked in black and
borderline significant in light gray. Additional individual SNP data to the right — first column
= SNP frequency (F), second column = SNP OR, third column = SNP p-value. The fourth
column to the right is comparable SNP p-value collected from BCAC homepage.
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Figure S4 Locus 16q24.1, 3 significant and 85 borderline significant familial haplotypes sorted
by OR (Figure 4 in the article). The haplotype with the lowest p-value is marked in black, other
significant haplotypes in dark gray and borderline significant in light gray. Additional
individual SNP data to the right — first column = SNP frequency (F), second column = SNP
OR, third column = SNP p-value. The fourth column to the right is comparable SNP p-value
collected from BCAC homepage.
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88365553 rs2051591 4 C C C 0.597 112 0.0748 0.544
88383217 rs6617830 4 C C C C C 0.936 1.03 0.802 0.441
88393214 chrX_88393214_A G [J G G G G G 0.936 103 0.81 0.427
88452214 rs10855725 INA A A A A 0.484 11  0.0974 0.541
88469793 rs5985155 IN A A A A A A A A A 0.613 112 0.0731 0.673
88487770 chrX_88487770_A_T INA A A A A A A A A 0.611 0.932 0.246 0911
88564182 rs4893199 4G G G G G G G G G 0.891 1.07 0.492 0.384
88589180 rs5942503 [§ A A A A A A A A A A A A 0.617 111 0.0961 0.727
88640233 rs5942538 INA AAAAA A A A A AA A A AA 0.605 0.939 0.302 0.955
88711150 chrX_88711150_A_G [G GGGGGGGEGGG6GGGGG6G G GGGG 0.943 0.972 0.817 0.487
88711468 rs5942583 [6 G GGGGGGGGGGGGGG GGGGG 0.591 0.987 0.826 0.739
88725917 chrX_88725917_A_G IZNA AAAAAAAAAAAAAAA AAAAA 0.932 0.915 0.44 0.53
88772675 rs2534039 S C CccCcccccccccccccccece 0.824 0.967 0.671 0.777
88809234 rs223725 [G GGGGGGGEGGGE6GGEGGEGGG6GG6GGGGG 0.807 0.997 0.973 0.994
88858382 rs223750 [JG GGGGGGGGGGGGGGEGGGEGGGG6GG 0.895 0.988 0.903 0.751
88889091 rs2455512 IZNA AAAAAAAAAAAAAAAAAAAAA 0.236 118 0.0149 0.979
88899673 rs5941271 [JG GGGGGGGGGGGGGGGGGGGG6G6 0.236 118 0.0166 0.942
88948717 rs5940728 INA AAAAAAAAAAAAAAAAAAAAAA 0.149 12 0.0241 0.592
88996555 rs2987881 IS A AAAAAAAAAAAAAAAAAAAAAA 0.461 116 0.0107 0.332
89000963 kgp22815753 IZNA AAAAAAAAAAAAAAAAAAAAAA 0.502 116 0.0119 0.631
89078553 rs5941370 IS A AAAAAAAAAAAAAAAAAAAAAA 0.271 1.08 0.245 0.293
89263034 rs5940773 IZNA AAAAAAAAAAAAAAAAAAAAAA 0.663 0.958 0.482 0.762
89274542 rs5941428 g C C CRCHCRCRCRCRCRCRCHCHNCNC (e (= ChCCC 0.634 0.992 0.893 0.726
89275474 chrX_89275474_C_T G G G G GGGGGG G G G GG 0.945 0.705 0.00198 0.118
89279071 rs12556744 A A A A A AA A A 08 1.05 0.529 0.517
89300177 rs5941439 G G G 0.694 0.962 0.544 0.185

Figure S5 Locus Xq21.31, 3 significant and 21 borderline significant familial haplotypes sorted
by OR (Figure 5 in the article). The haplotype with the lowest p-value is marked in black, other
significant haplotypes in dark gray and borderline significant in light gray. Additional
individual SNP data to the right — first column = SNP frequency (F), second column = SNP
OR, third column = SNP p-value. The fourth column to the right is comparable SNP p-value
collected from BCAC homepage.



