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Table 1
start end length start end length

1pA 1 29,750,669 29,750,668 9%p 1 47,107,499 47,107,498
1pB 29,800,670 121,186,957 91,386,287 9q 65,207,500 140,273,252 75,065,752
19A 141,476,958 204,189,330 62,712,372 10p 1 39,194,941 39,194,940
19B 204,239,331 247,249,719 43,010,388 10q 41,674,942 135,374,737 93,699,795
2p 1 91,689,898 91,689,897 11p 1 51,450,781 51,450,780
29A 94,689,899 149,398,828 54,708,929 11q 54,450,782 134,452,384 80,001,602
2gB 149,498,829 242,951,149 93,452,320 12p 1 34,747,961 34,747,960
3p 1 90,587,544 90,587,543 12q 36,142,962 132,349,534 96,206,572
3q 94,987,545 199,501,827 104,514,282 13q 17,918,001 114,142,980 96,224,979
4p 1 49,354,874 49,354,873 14q 18,070,001 106,368,585 88,298,584
49A 52,354,875 75,641,303 23,286,428 15q 18,260,001 100,338,915 82,078,914
49B 75,671,304 167,795,054 92,123,750 16p 1 35,143,302 35,143,301
4q9C 167,825,055 191,273,063 23,448,008 16q 44,943,303 88,827,254 43,883,951
5p 1 46,441,398 46,441,397 17p 1 22,187,133 22,187,132
5gA 49,441,399 97,589,886 48,148,487 17q 22,287,134 78,774,742 56,487,608
5qB 97,612,887 180,857,866 83,244,979 18p 1 15,400,898 15,400,897
6p 1 58,888,125 58,888,124 18q 16,764,897 76,117,153 59,352,256
6gA 61,938,126 95,737,264 33,799,138 19pq 1 63,811,651 63,811,650
6gB 95,937,265 170,899,992 74,962,727 20pq 1 62,435,964 62,435,963
Tp 1 58,058,273 58,058,272 21pg 1 46,944,323 46,944,322
7q 61,058,274 158,821,424 97,763,150 22q 14,430,001 49,691,432 35,261,431
8p 1 43,958,052 43,958,051

8q 46,958,053 146,274,826 99,316,773




