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	arr[GRCh37] 5p15.33p12(38138_46062889)x3[0.3] 46.02Mb
	B. arr[GRCh37] 6q13q27(71623252_170913051)x1[0.3] 99.29Mb
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	C. arr[GRCh37] 8p23.3p12(172416_36446409)x1[0.3] 36.27Mb
	D. arr[GRCh37] 9q21.11q31.1(70984371_104522836)x1[0.3] 33.54Mb 

arr[GRCh37] 9q31.1q34.3(104522836_141054761)x2 mos hmz 36.53Mb
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	arr[GRCh37] 20p13p11.1(69093_26151507)x1[0.3] 26.08Mb 

arr[GRCh37] 20q11.21q13.33(31308683_62912463)x3[0.3] 31.60Mb 
	arr[GRCh37] 21q11.2q21.1(16157706_21256578)x1[0.3] 5.10Mb

arr[GRCh37] 21q21.1q22.3(21256578_48097610)x3[0.6] 26.84Mb


