Table S1. Chromosomal regions and probes targeted in the hotspot chip.

Chr Start End Size Number Prope Comments
of probes  spacing

chrl 39747785 40014937 267,152 101 2650 1q34.2

chrl 47159990 47395404 235,414 89 2650 1p33

chrl 108580322 108727851 147,529 56 2650 1p13.3

chrl 143500000 144800000 1,300,000 491 2650 1¢21.1*

chrl 144900000 146437500 1,537,500 580 2650 1g21.1*

chrl 246650862 246900804 249,942 94 2650 1q44

chr2 86978679 89300000 2,321,321 876 2650 2pl1.2

chr2 94700000 97580877 2,880,877 1087 2650 2qll.1gl1.2

chr2 100063483 112904765 12,841,282 1000 12841 2q11.2q13

chr2 109800000 110900000 1,100,000 415 2650 2q11.2q13

chr2 130535282 131800847 1,265,565 478 2650 2g21.3

chr2 232901972 233023193 121,221 46 2650 2037.1*

chr3 10065027 11908728 1,843,701 696 2650 3p25.3

chr3 125158409 131242152 6,083,743 1000 6084 3g21.1921.3

chr3 196864663 198868245 2,003,582 756 2650 3q29*

chr4 3963456 9357304 5,393,848 1000 5394 4p16.2pl16.1*

chr4 69713236 69923750 210,514 79 2650 4ql13.2

chr4 70056451 70332530 276,079 104 2650 4ql13.2

chr4 75501328 75712285 210,957 80 2650 4q13.3

chrd 119740794 120580940 840,146 317 2650 4q26

chrs 288806 1647139 1,358,333 513 2650 5p15.33

chrs 21540354 29492181 7,951,827 1000 7952 5pl4.3pl4.1

chrb 68886201 70696072 1,809,871 683 2650 5q13.2

chrb 98754229 99738292 984,063 371 2650 5g21.1

chr5 175417851 177414855 1,997,004 754 2650 5035.2035.3 (Sotos)*

chr6 167499260 167726129 226,869 86 2650 6027

chr7 29659104 35197599 5,538,495 1000 5538 7p15.1p14.3

chr7 35951456 45755807 9,804,351 1000 9804 7pl14.2p13

chr7 45798959 56428389 10,629,430 1000 10629 7p13pll.2

chr7 64160709 64898405 737,696 278 2650 7ql1.21

chr7 66122765 71909367 5,786,602 1000 5787 7ql11.22

chr7 72004121 76529725 4,525,604 1000 4526 7qg11.23 (Williams)*

chr7 149217715 153493015 4,275,300 1000 4275 7036.1036.2

chr8 2167584 2331389 163,805 62 2650 8p23.3p23.2

chr8 6933974 12586975 5,653,001 1000 5653 8p23.1*

chr8 145259368 145429821 170,453 64 2650 8q24.3*

chr9 33372122 47107499 13,735,377 1000 13735 9p13.3p13.2

chr9 66194476 70221504 4,027,028 1000 4027 9qg12qg13

chr9 85632604 87600000 1,967,396 742 2650 9¢21.32g21.33

chr9 89717505 89944931 227,426 86 2650 9g22.1

chr9 96108889 98751432 2,642,543 997 2650 9q22.32
chr10 27600000 28308559 708,559 267 2650 10pi12.1
chr10 45491749 51585709 6,093,960 1000 6094 10911.22
chr10 81129803 89119394 7,989,591 1000 7990 10g23.1*
chril 48578987 51500000 2,921,013 1000 2921 11p11.2
chril 54440000 55418071 978,071 369 2650 11911
chrll 67312280 71193473 3,881,193 1000 3881 11g13.2q13.4
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*Regions associated with known genomic disorders.



