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chri2 deletion 11 (8.53%) 15 (22.39%) 2.63 0.013
q21.33
chr4 ql32 duplication 8 (6.2%) 12 (17.91%) 2.89 0.02
chr8 p23.1 deletion-duplication 5 (3.88%) 9 (13.43%) 3.47 0.03
chrl8 ql2.3 deletion-duplication 15 (11.62%) 16 (23.88%) 2.05 0.043
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