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Table S1: Number of SNPs per window in the observeahd permuted datasets (Crohn’s Disease)

CD observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2883 277 31 2 246-333 16-44 0-8
-90 3092 286 30 11 266-355 18-46 0-8
-80 3402 351 28 5 294-387 20-50 0-9
-70 3966 396 51 7 347-447 25-56 0-10
Upstream -60 4664 450 42 11 412-521 30-65 0-11
-50 5324 569 49 6 475-591 36-73 1-12
-40 6444 645 62 9 581-709 45-86 1-14
-30 7651 823 92 22 696-834 55-100 2-15
-20 10451 1099 131 28 963-1127 79-132 4-19
-10 14095 1452 164 31 1311-1508 110-173 6-25
Gene 0 152344 15511 1649 284 14698-15747 1353-1687 109-201
Exon 0 2876 328 40 12 253-323 18-41 0-7
10 15064 1550 208 38 1403-1609 119-184 6-26
20 8954 893 110 29 818-973 66-115 3-18
30 6860 668 75 18 620-752 48-91 1-14
40 5555 588 70 11 496-617 37-76 1-12
Downstream 50 4612 444 36 5 408-516 30-64 0-11
60 4088 413 38 4 358-461 26-58 0-10
70 3507 339 32 1 304-399 21-51 0-9
80 3262 330 35 8 281-373 19-48 0-9
90 2882 300 30 7 246-332 16-44 0-8
100 2601 264 46 10 220-301 14-40 0-8
total 274577 27976 3049 559 25443-28892 2183-3283  134-457
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Table S2: Number of SNPs per window in the observeahd permuted datasets (Type 1 Diabetes)

T1D observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01  p<0.001
-100 2881 299 40 5 246-332 16-44 0-8
-90 3083 310 27 1 265-353 18-46 0-8
-80 3398 380 25 3 294-387 20-50 0-9
-70 3962 398 47 10 347-447 25-57 0-10
Upstream -60 4658 473 60 22 411-521 30-65 0-11
-50 5327 531 96 17 475-592 35-73 1-12
-40 6431 629 9 33 580-708 45-86 1-14
-30 7643 773 116 58 696-835 55-100 2-16
-20 10451 1146 220 103 963-1128 79-132 4-19
-10 14085 1473 292 117 1310-1507 110-173 6-25
Gene 0 152114 15850 2086 472 14677-15729  1355-1684 109-200
Exon 0 2873 352 69 28 253-323 18-41 0-7
10 15065 1641 300 138 1405-1609 119-184 6-26
20 8940 1014 206 100 816-972 66-115 3-18
30 6848 687 108 49 619-751 48-91 2-14
40 5561 571 82 30 497-617 37-76 1-12
Downstream 50 4612 462 49 18 408-516 30-64 0-11
60 4086 391 46 9 358-461 26-58 0-10
70 3500 321 33 7 304-397 21-51 0-9
80 3260 352 36 6 280-373 19-48 0-9
90 2880 278 24 1 246-332 16-44 0-8
100 2597 271 37 4 220-301 14-40 0-8
total 274255 28602 4093 1231 25417-28868  2184-3281 135-457
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Table S3: Number of SNPs per window in the observeahd permuted datasets (Type 1 Diabetes) after remaal of the MHC region.

T1D observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2881 297 39 4 245-332 16-44 0-8
-90 3083 310 27 1 265-353 18-46 0-8
-80 3398 378 24 2 294-386 20-50 0-9
-70 3962 391 43 6 346-446 25-56 0-10
Upstream -60 4658 454 43 5 409-519 30-65 0-11
-50 5327 514 82 6 472-589 35-73 1-12
-40 6431 598 73 17 576-703 44-85 1-14
-30 7643 713 69 16 688-827 54-99 2-15
-20 10451 1034 118 18 950-1113 78-130 3-19
-10 14085 1351 186 29 1294-1490 109-171 6-24
Gene 0 152114 15602 1891 300 14646-15699 1352-1681 109-199
Exon 0 2847 326 45 8 250-320 18-40 0-7
10 15065 1512 197 47 1385-1587 117-182 6-26
20 8940 914 123 26 806-959 65-114 317
30 6848 631 70 14 613-744 48-90 1-14
40 5561 544 57 9 494-614 37-75 1-12
Downstream 50 4612 446 34 6 406-514 30-64 0-11
60 4086 381 37 2 357-459 25-58 0-10
70 3500 316 28 5 303-396 21-51 0-9
80 3260 350 34 4 280-373 19-48 0-9
90 2880 277 23 0 245-332 16-44 0-8
100 2597 269 36 3 219-301 14-40 0-8
total 271382 27282 3234 520 25293-28736 2173-3266 133-453
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Table S4: Number of SNPs per window in the observeahd permuted datasets (Rheumatoid Arthritis)

RA observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2881 286 31 1 246-332 16-44 0-8
-90 3085 331 29 2 265-354 18-46 0-8
-80 3404 320 34 2 295-388 20-50 0-9
-70 3953 368 55 13 346-446 25-56 0-10
Upstream -60 4655 495 53 5 411-521 30-65 0-11
-50 5331 522 59 18 476-592 36-73 1-12
-40 6432 735 92 19 579-708 45-86 1-14
-30 7646 848 124 36 695-835 55-100 2-15
-20 10454 1184 179 52 963-1128 79-132 4-19
-10 14083 1529 205 58 1310-1508 110-173 6-25
Gene 0 152227 15674 1724 285 14686-15736 1354-1686 109-200
Exon 0 2874 319 43 14 253-323 18-41 0-7
10 15059 1647 230 55 1404-1608 119-184 6-26
20 8940 973 150 44 817-972 66-115 3-17
30 6847 730 98 34 618-751 48-91 1-14
40 5556 600 68 19 496-616 37-76 1-12
Downstream 50 4621 434 52 7 408-517 30-65 0-11
60 4087 424 43 8 358-461 25-58 0-10
70 3501 336 33 12 304-398 21-51 0-9
80 3259 326 37 4 280-373 19-49 0-9
90 2886 275 33 4 246-333 16-44 0-8
100 2601 251 31 1 220-301 14-40 0-8
total 274382 28607 3403 693 25423-28878 2183-3284 134-455
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Table S5: Number of SNPs per window in the observednd permuted datasets (Rheumatoid Arthritis) afterremoval of the MHC

region.
RA observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01  p<0.001
-100 2881 285 31 1 245-332 16-44 0-8
-90 3085 331 29 2 265-354 18-46 0-8
-80 3404 317 34 2 294-388 20-50 0-9
-70 3953 358 48 6 345-444 25-56 0-10
Upstream -60 4655 487 52 4 409-519 30-65 0-11
-50 5331 503 43 9 473-589 35-73 1-12
-40 6432 706 74 6 576-703 44-85 1-14
-30 7646 802 93 9 688-827 54-99 2-15
-20 10454 1097 128 15 950-1112 78-130 3-19
-10 14083 1430 146 20 1295-1490 109-171 6-24
Gene 0 152227 15495 1600 187 14654-15705 1351-1683 109-200
Exon 0 2848 303 33 4 251-320 18-40 0-7
10 15059 1554 178 22 1385-1587 117-182 6-26
20 8940 909 105 10 806-960 65-114 3-17
30 6847 695 74 15 612-744 48-90 1-14
40 5556 580 59 15 494-613 37-75 1-12
Downstream 50 4621 421 a7 6 406-515 30-64 0-11
60 4087 418 40 7 357-460 25-58 0-10
70 3501 328 25 4 303-397 21-51 0-9
80 3259 326 37 4 280-373 19-49 0-9
90 2886 275 33 4 246-333 16-44 0-8
100 2601 251 31 1 220-301 14-40 0-8
total 271508 27568 2907 349  25303-28746 2172-3269 133-454
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Table S6: Number of SNPs per window in the observeand permuted datasets (Hypertension)

HT observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2884 278 26 5 246-333 16-44 0-8
-90 3094 305 19 3 266-355 18-46 0-8
-80 3400 308 20 3 294-387 20-50 0-9
-70 3957 371 a7 6 347-446 24-57 0-10
Upstream -60 4659 410 43 8 412-522 30-65 0-11
-50 5341 563 41 2 476-593 36-73 1-12
-40 6427 604 49 5 579-708 45-86 1-14
-30 7645 811 80 13 695-835 55-100 2-15
-20 10436 1074 111 19 962-1126 79-132 3-19
-10 14075 1542 187 22 1309-1506 110-173 6-25
Gene 0 152229 15049 1565 182 14686-15736 1353-1687 109-200
Exon 0 2871 330 36 6 253-322 18-41 0-7
10 15050 1526 148 23 1403-1607 119-184 6-26
20 8947 861 84 8 818-972 66-115 3-18
30 6836 624 69 7 617-750 48-90 1-14
40 5556 594 68 5 496-616 37-76 1-12
Downstream 50 4620 456 38 4 409-517 30-65 0-11
60 4089 387 29 2 358-461 26-58 0-10
70 3503 324 20 2 304-398 21-51 0-9
80 3257 380 45 8 280-373 19-49 0-9
90 2879 291 24 2 246-332 16-44 0-8
100 2597 268 23 3 220-301 14-40 0-7
total 274352 27356 2772 338 25423-28874 2182-3285 133-455
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Table S7: Number of SNPs per window in the observeahd permuted datasets (Coronary Artery Disease)

CAD observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01  p<0.001
-100 2878 265 23 2 245-331 16-44 0-8
-90 3087 353 48 11 265-354 18-46 0-8
-80 3410 343 35 5 295-388 20-50 0-9
-70 3966 412 41 4 347-447 25-57 0-10
Upstream -60 4664 526 53 10 412-522 30-65 0-11
-50 5331 582 57 8 475-593 36-73 1-12
-40 6437 637 79 12 580-708 45-86 1-14
-30 7645 786 92 17 695-834 55-100 2-15
-20 10450 1067 114 16 963-1128 79-132 4-19
-10 14064 1451 132 14 1308-1505 110-173 6-25
Gene 0 152106 15279 1449 149 14677-15727  1353-1686 109-200
Exon 0 2866 319 36 5 253-322 18-40 0-7
10 15060 1477 124 18 1403-1608 119-184 6-26
20 8948 896 87 7 818-973 66-115 3-18
30 6844 715 75 10 619-751 48-90 2-14
40 5555 543 49 7 496-616 37-76 1-12
Downstream 50 4615 470 40 1 408-516 30-64 0-11
60 4087 360 31 4 358-461 25-58 0-10
70 3493 307 29 4 303-397 21-51 0-9
80 3256 281 23 2 280-373 19-48 0-9
90 2885 287 34 6 246-333 16-44 0-8
100 2606 292 27 0 221-302 14-40 0-8
total 274253 27648 2678 312 25414-28867  2182-3282 135-456
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Table S8: Number of SNPs per window in the observeahd permuted datasets (Type 2 Diabetes)

T2D observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2876 254 25 8 246-332 16-44 0-8
-90 3081 280 15 1 265-353 18-46 0-8
-80 3397 357 22 3 294-386 20-50 0-9
-70 3952 409 42 4 347-446 25-57 0-10
Upstream -60 4640 455 44 3 410-519 30-65 0-11
-50 5320 511 58 6 474-590 36-73 1-12
-40 6419 642 49 3 578-706 45-86 1-14
-30 7621 813 88 10 693-832 55-99 2-15
-20 10421 1115 123 15 960-1125 79-131 4-19
-10 14064 1434 150 8 1308-1505 110-173 6-25
Gene 0 151876 15466 1634 208 14656-15701  1351-1683  108-200
Exon 0 2863 292 33 1 252-322 18-40 0-7
10 15022 1625 166 13 1400-1604 118-184 6-26
20 8915 911 88 6 815-969 66-115 317
30 6838 675 60 5 618-750 48-91 1-14
40 5547 560 57 8 496-615 37-76 1-12
Downstream 50 4614 458 38 2 408-516 30-65 0-11
60 4082 448 47 5 358-461 25-58 0-10
70 3488 354 45 9 303-396 21-51 0-9
80 3255 324 28 2 280-373 19-48 0-9
90 2876 306 25 0 245-332 16-44 0-8
100 2594 268 44 5 220-301 14-40 0-7
total 273761 27957 288l 325 25374-28812  2179-3279 133-454
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Table S9: Number of SNPs per window in the observeahd permuted datasets (Bipolar Disorder)

BD observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2872 285 25 2 245-331 16-44 0-8
-90 3071 331 36 1 264-352 18-46 0-8
-80 3386 338 30 3 293-386 20-50 0-9
-70 3949 402 39 10 346-446 25-56 0-10
Upstream -60 4638 444 56 10 409-519 30-65 0-11
-50 5305 539 70 4 473-589 35-73 1-12
-40 6414 637 75 7 578-705 44-86 1-14
-30 7617 775 95 6 692-831 55-99 2-15
-20 10407 1116 126 18 959-1122 79-131 4-19
-10 14036 1471 177 23 1305-1501 110-172 6-24
Gene 0 151714 15440 1718 179 14634-15679  1348-1680 108-199
Exon 0 2861 306 49 2 252-321 18-40 0-7
10 15000 1605 158 13 1398-1602 118-183 6-26
20 8911 909 81 13 814-969 65-115 3-17
30 6834 678 55 9 617-750 48-91 2-14
40 5536 524 45 5 494-614 37-76 1-12
Downstream 50 4600 416 38 9 407-515 30-64 0-11
60 4067 383 26 2 356-459 25-58 0-10
70 3488 315 27 2 302-396 21-51 0-9
80 3254 324 24 1 280-372 19-48 0-9
90 2871 268 23 1 245-331 16-44 0-8
100 2587 253 22 0 219-300 14-40 0-7
total 273418 27759 2995 320 25330-28769  2173-3272 134-452
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Table S10: Number of SNPs per window in the obserdeand permuted datasets (combined diseases). NumBewrere averaged over all
seven diseases.

mean observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2,879 278 29 4 246-332 16-44 0-8
-90 3,085 314 29 4 265-354 18-46 0-8
-80 3,400 342 28 3 294-387 20-50 0-9
-70 3,958 394 46 8 347-446 25-57 0-10
Upstream -60 4,654 465 50 10 411-521 30-65 0-11
-50 5,326 545 61 9 475-591 36-73 1-12
-40 6,429 647 71 13 579-707 45-86 1-14
-30 7,638 804 98 23 695-834 55-100 2-15
-20 10439 1,114 143 36 962-1126 79-132 4-19
-10 14,072 1,479 187 39 1,309-1,506 110-173 6-25
Gene 0 152,087 15,467 1,689 251 14,673-15,722 1,352-1,685 109-200
Exon 0 2,869 321 44 10 253-322 18-41 0-7
10 15,046 1,582 191 43 1,402-1,607 119-184 6-26
20 8,936 922 115 30 817-971 66-115 3-18
30 6,844 682 77 19 618-751 48-91 1-14
40 5,552 569 63 12 496-616 37-76 1-12
Downstream 50 4,613 449 42 7 408-516 30-64 0-11
60 4,084 401 37 5 358-461 25-58 0-10
70 3,497 328 31 5 303-397 21-51 0-9
80 3,258 331 33 4 280-373 19-48 0-9
90 2,880 286 28 3 246-332 16-44 0-8
100 2,598 267 33 3 220-301 14-40 0-8
total 383,499 38,721 4,166 648 25,404-28,851 2,181-3,282 134-456
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Table S11: Number of SNPs per window in the obserdeand permuted datasets (combined diseases) afteemoval of the MHC region.
Numbers were averaged over all seven diseases.

mean observed 95% confidence interval
Distance total p<0.1 p<0.01 p<0.001 p<0.1 p<0.01 p<0.001
-100 2,879 277 29 3 245-332 16-44 0-8
-90 3,085 314 29 4 265-354 18-46 0-8
-80 3,400 342 28 3 294-387 20-50 0-9
-70 3,958 391 44 6 346-445 25-56 0-10
Upstream -60 4,654 460 47 7 409-519 30-65 0-11
-50 5,326 537 57 6 472-588 35-73 1-12
-40 6,429 633 65 8 575-703 44-85 1-14
-30 7,638 779 86 13 687-826 54-99 2-15
-20 10439 1,072 119 17 949-1111 78-130 3-19
-10 14,072 1,427 161 20 1293-1488 109-171 6-24
Gene 0 152,087 15,376 1,639 212 14642-15692 1350-1682 108-200
Exon 0 2,843 314 39 5 250-319 18-40 0-7
10 15,046 1,530 166 24 1383-1585 117-182 6-26
20 8,936 887 95 13 806-959 65-114 3-17
30 6,844 660 67 11 612-744 48-90 1-14
40 5,552 558 57 8 493-613 37-75 1-12
Downstream 50 4,613 443 39 5 406-514 30-64 0-11
60 4,084 397 35 4 357-459 25-58 0-10
70 3,497 326 29 4 303-396 21-51 0-9
80 3,258 331 32 4 280-373 19-48 0-9
90 2,880 286 27 3 245-332 16-44 0-8
100 2,598 266 33 3 219-301 14-40 0-8
total 271,273 27,293 2,885 381 25283-28720 2170-3266 132-453

11



