Chr11:23,390,024

23,378,000 23,380,000 23382000 23,384,000 23,286,000 23,388,000 23,390,000 23,392,000 23.304.000 22,396,000 23,308,000 23,400,000
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Chr11:50,093,818

50,025,000 50,030,000 50,035,000 50,040,000 50,046,000 50,050,000 50,085,000 50,060,000 50,065,000 50,070,000 50,075.000 50,080,000 50,085,000 50,090,000 50,095,000 50.100.

Chr11:56,040,991

66,024,000 6,026,000 56,022,000 66,030,000 26,032,000 56,034,000 56.036.000 56,098,000 66.040.000 26,042,000 66.044.000 5,046,000

6,060,000 66,052,000 65,054,000 56.066.000




Chr11: 91,895,856

91,892,000

91,493,000 91,893,500 91,894,000 91,694,500 91,895,000 91,895,500 91,896,000 896500 91,867,000 91,897 500 91,898,000 91,808,500 91,899,000 ans

Chr11:85,162,609

85,135,000 85,140,000 85,145,000 85.150000 85,1600 85,165,000 85,170,000 85,175,000 85.180. 85,185,000
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Chr11:67,833,983

816,000 67,818,000 67,820,000 67,822,000 67,824,000 67,826,000 67,628,000 67,820,000 67,832,000 67,834,000 67,836,000 67,838,000 67,840,000 67,842,000 67,244,000 67,846,000 67,848,000 678500
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Chr11:63,355,723

0 62,344,000 63346000 63,348,000 63:350.000 63352.000 63,356,000 63,358,000 63.360.000 63,362,000 63:364.000 63,366,000
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Chr11:28,575,572

28,558,000 28,560,000 28,562,000 20564, 28,574,000 28,576,000 20578.000 28,580,000 28,562,000 28,584,000 28,586,000 2,568,000 28,590,000 25

26,566,000 28,568,000 28570,000 28572

Chr11:36,677,007

6,669,000 36,670,000 36,671,000 36672000 36,673,000 6674000 36,675,000 36,676,000 36,677,000 36,678,000 36,679,000 36,680,000 36,681,000 36,682,000 36,683,000 35,684,00
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Chr11:105,797,381

109,140,000 109,150,000 109,160,000 109.176.000 109,180,000 109,190,000 109,200,060 109210000 109.220,000

Phase block view

chrit HE HIN HENE | NHINTE [/ n e

Supplementary Figure S2: Breakpoints in 10x Loupe software linked-reads view.

Each bar represents a sequencing read, and those joined with a horizontal line share the same barcode.
Reads are grouped by haplotype (green and purple), with unphased reads in grey. Vertical orange lines
indicate putative breakpoints defined by the software. Given that the maximum region of the
chromosome phased was significantly shorter than the length of Chr 11 (as indicated in the ‘phase block
view' plot), some breakpoints are assigned to different haplotypes, therefore haplotypes should not be
compared between regions (the breakpoint appears in purple in some regions and in green in others).
The copy number patterns are consistent with all breakpoints occurring on the same copy of the
chromosome.





