Supplemental Table 1 Comparison of embryonic development outcomes of different abnormal cleavage types
	Group
	Day 3 high-quality embryo rate (%)
	95% CI
	Day 3 available embryo rate (%)
	95% CI

	 Blastocyst formation rate (%)
	95% CI
	 High-quality blastocyst
formation
rate (%)
	95% CI
	Available blastocyst formation
rate (%)
	95% CI

	NC
	60.15
(2178/3621)A
	58.53-
61.75
	97.54
(3532/3621)A
	96.98-
98.02
	80.54
(1900/2359)A
	78.89-
82.12
	30.86
(728/2359)A
	29.00-
32.77
	67.49
(1592/2359)A
	65.55-
69.38

	DC
	19.29
(153/793)B
	16.60-
22.22
	92.31
(732/793)BC
	90.23-
94.07
	37.82
(284/751)B
	34.34-
41.39
	1.86
(14/751)B
	1.02-
3.11
	16.91
(127/751)B
	14.30-
19.79

	DC1
	10.96
(41/374)a
	7.98-
14.58
	87.17
(326/374)a
	83.35-
90.38
	14.93
(53/355)a
	11.39-
19.07
	0
(0/355)a
	0-
1.03
	3.38
(12/355)a
	1.76-
5.83

	DC2
	23.80
(94/395)b
	19.68-
28.31
	96.71
(382/395)b
	94.44-
98.24
	57.07
(214/375)b
	51.88-
62.14
	2.93
(11/375)b
	1.47-
5.19
	27.73
(104/375)b
	23.26-
32.56

	DC3
	75.00
(18/24)c
	53.29-
90.23
	100.00
(24/24)ab
	85.75-
100.00
	80.95
(17/21)c
	58.09-
94.55
	14.29
(3/21)c
	3.05-
36.34
	52.38
(11/21)c
	29.78-
74.29

	RC
	19.77
(34/172)B
	14.10-
26.51
	85.47
(147/172)D
	79.30-
90.37
	67.09
(106/158)C
	59.18-
74.35
	7.59
(12/158)C
	3.99-
12.89
	41.14
(65/158)C
	33.38-
49.23

	RC1
	3.70
(1/27)a
	0.09-
18.97
	51.85
(14/27)a
	31.95-
71.33
	32.00
(8/25)a
	14.95-
53.50
	0
(0/25)a
	0-
13.72
	4.00
(1/25)a
	0.10-
20.35

	RC2
	18.48
(17/92)ab
	11.15-
27.93
	86.96
(80/92)b
	78.32-
93.07
	67.07
(55/82)b
	55.81-
77.06
	4.88
(4/82)a
	1.34-
12.02
	45.12
(37/82)b
	34.10-
56.50

	RC3
	30.19
(16/53)b
	18.34-
44.34
	100.00
(53/53)c
	93.28-
100.00
	84.31
(43/51)c
	71.41-
92.96
	15.69
(8/51)b
	7.02-
28.59
	52.94
(27/51)b
	38.46-
67.07

	MN
	55.16
(230/417)C
	50.24-
60.00
	94.48
(394/417)C
	91.84-
96.47
		  70.47
(241/342)C
	65.32-
75.25
	21.64
(74/342)D
	17.39-
26.38
	55.56
(190/342)D
	50.11-
60.90

	MN1
	56.89
(223/392)a
	51.82-
61.85
	94.13
(369/392)
	91.33-
96.24
	71.56
(229/320)
	66.28-
76.44
	22.81
(73/320)
	18.33-
27.81
	56.56
(181/320)
	50.94-
62.07

	MN2
	28.00
(7/25)b
	12.07-
49.39
	100.00
(25/25)
	86.28-
100.00
	54.55
(12/22)
	32.21-
75.61
	4.55
(1/22)
	0.12-
22.84
	40.91
(9/22)
	20.71-
63.65

	CC
	0
(0/61)D
	0-
5.87
	21.31
(13/61)E
	11.86-
33.68
	3.70
 (2/54)D
	0.45-
12.75
	0
(0/54)B
	0-
6.60
	1.85
(1/54)E
	0.05-
9.89

	Mix
	23.69
(77/325)B
	19.17-
28.70
	88.92
(289/325)BD
	85.00-
92.12
	41.21
(129/313)B
	35.70-
46.89
	3.19
(10/313)B
	1.54-
5.80
	20.77
(65/313)B
	16.41-
25.69


Note: ABCDE represent comparisons among different cleavage patterns, while abc represent comparisons among different cleavage pattern occurrence stages. Letters indicate between-group differences: groups that share the same letter are not significantly different , whereas groups that do not share any common letter differ significantly (P<0.05). NC=normal cleavage; DC=direct cleavage; RC=reverse cleavage; CC=chaotic cleavage; MN=multinucleation.
Supplemental Table 2 Comparison of single blastomere sequencing results of different abnormal cleavage types
	Group
	Amplification success rate (%)
	95% CI
	Detection success rate (%)
	95% CI
	Euploidy
 Rate (%)
	95% CI
	Abnormality rate (%)
	95% CI
	Mosaicism
 Rate (%)
	95% CI

	NC
	98.39
(61/62)A
	91.34-
99.96
	98.36
(60/61)A
	91.20-
99.96
	43.33
(26/60)A
	30.59-
56.76
	45.00
(27/60)A
	32.12-
58.39
	11.67
(7/60)
	4.82-
22.57

	N1
	100.00
(16/16)
	79.41-
100.00
	100.00
(16/16)
	79.41-
100.00
	18.75
(3/16)a
	4.05-
45.65
	56.25
(9/16)a
	29.88-
80.25
	25
(4/16)a
	7.27-
52.38

	N2
	100.00
(21/21)
	83.89-
100.00
	100.00
(21/21)
	83.89-
100.00
	38.10
(8/21)ab
	18.11-
61.56
	61.90
(13/21)a
	38.44-
81.89
	0
(0/21)b
	0-
16.11

	N3
	96.00
(24/25)
	79.65-
99.90
	95.83
(23/24)
	78.88-
99.89
	65.22
(15/23)b
	42.73-
83.26
	21.74
(5/23)b
	7.46-
43.70
	13.04
(3/23)ab
	2.78-
33.59

	DC
	95.35
(41/43) A
	84.19-
99.43
	56.10
(23/41)B
	39.75-
71.53
	0
(0/23)B
	0-
14.82
	100.00
(23/23)B
	85.18-
100.00
	0
(0/23)
	0-
14.82

	DC1
	96.43
(27/28)
	81.65-
99.91
	62.96
(17/27)
	42.37-
80.60
	0
(0/17)
	0-
19.51
	100.00
(17/17)
	80.49-
100.00
	0
(0/17)
	0-
19.51

	DC2
	93.33
(14/15)
	68.05-
99.83
	42.86
(6/14)
	17.66-
71.14
	0
(0/6)
	0-
45.92
	100.00
(6/6)
	54.07-
100.00
	0
(0/6)
	0-
45.92

	RC
	100.00
(11/11)A
	71.51-
100.00
	100.00
(11/11)AC
	71.51-
100.00
	36.36
(4/11)AC
	10.93-
69.21
	54.55
(6/11)A
	23.38-
83.25
	9.09
(1/11)
	0.23-
41.28

	RC1*
	(1/1)
	/
	(1/1)
	/
	(1/1)
	/
	(0/1)
	/
	(0/1)
	/

	RC2*
	(9/9)
	/
	(9/9)
	/
	(3/9)
	/
	(5/9)
	/
	(1/9)
	/

	RC3*
	(1/1)
	/
	(1/1)
	/
	(0/1)
	/
	(1/1)
	/
	(0/1)
	/

	MN
	93.48
(43/46)A
	82.10-
98.63
	88.37
(38/43)C
	74.92-96.11
	28.95
(11/38)AC
	15.42-
45.90
	63.16
(24/38)A
	45.99-
78.19
	7.89
(3/38)
	1.66-
21.38

	MN1
	95.24
(20/21)
	76.18-99.88
	95.00
(19/20)
	75.13-99.87
	31.58
(6/19)
	12,58-56.55
	63.16
(12/19)
	38.36-
83.71
	5.26
(1/19)
	0.13-
26.03

	MN2
	92.00
(23/25)
	73.97-
99.02
	82.61
(19/23)
	61.22-95.05
	26.32
(5/19)
	9.15-
51.20
	63.16
(12/19)
	38.36-
83.71
	10.53
(2/19)
	1.30-
33.14

	CC
	44.83
(26/58)B
	31.74-58.46
	88.46
(23/26)C
	69.85-97.55
	13.04
(3/23)BC
	2.78-
33.59
	86.96
(20/23)B
	66.41-
97.22
	0
(0/23)
	0-
14.81


[bookmark: _GoBack]Note: ABC represent comparisons among different cleavage patterns, while ab represent comparisons between different occurrence stages of the normal cleavage pattern. Letters indicate between-group differences: groups that share the same letter are not significantly different , whereas groups that do not share any common letter differ significantly (P<0.05). *The sample sizes in the respective groups are too small, so only descriptive values are presented without conducting statistical analysis. NC=normal cleavage; DC=direct cleavage; RC=reverse cleavage; CC=chaotic cleavage; MN=multinucleation.
Supplemental Table 3 The NGS results of 220 blastomeres
	Sample
	Stage
	Result
	Type

	NC1-1
	2
	46,XN
	Euploidy

	NC2-1
	2
	46,XN
	Euploidy

	NC2-2
	2
	46,XN
	Euploidy

	NC3-1
	2
	-1q(q31.2→q44,~57Mb,×1),+22q(q11.23→q13.32,~26Mb,×5)
	 Abnormality

	NC3-2
	2
	+Xp(p22.33→p11.3,~41Mb,×2,mos,~41%),+Xq(×2,mos,~36%),
+1q(q31.2→q32.1,~10Mb,×3,mos,~38%),-1q(q32.1→q44,~47Mb,×1,mos,~58%),-22(×1)
	Abnormality

	NC4-1
	2
	-22q(q11.22→q13.32,~27Mb,×1)
	Abnormality

	NC4-2
	2
	+1q(q32.1→q44,~47Mb,×4),-8p(p22→p21.3,~6.4Mb,×1),
-14q(q32.11→q32.13,~5.1Mb,×1),-22(×1)
	Abnormality

	NC5-1
	3
	+9(×3),+16(×3)
	Abnormality

	NC5-2
	3
	+16(×3)
	Abnormality

	NC6-1
	3
	16(×3)
	Abnormality

	NC6-2
	3
	-9(×1),+16(×3)
	Abnormality

	NC7-1
	2
	46,XN
	Euploidy

	NC7-2
	2
	46,XN
	Euploidy

	NC8-1
	2
	46,XN
	Euploidy

	NC8-2
	2
	46,XN
	Euploidy

	NC9-1
	1
	-8p(×1,mos,~48%),-8q(q11.1→q13.2,~24Mb,×1,mos,~50%),
+8q(q13.3→q24.3,~71Mb,×3,mos,~44%),-21(×1,mos,~49%)
	Mosaicism

	NC9-2
	1
	-8q(q13.3→q24.3,~71Mb,×1),-21(×1)
	Abnormality

	NC10-1
	1
	-X(×1）
	Abnormality

	NC10-2
	1
	-X(×1)
	Abnormality

	NC11-1
	3
	46,XN
	Euploidy

	NC11-2
	3
	N/A
	/

	NC12-1
	3
	46,XN
	Euploidy

	NC12-2
	3
	46,XN
	Euploidy

	NC13
	2
	+1p(p36.32→p31.1,~68Mb,×3),+1q(q31.1→q44,~62Mb,×3,mos,~65%),+2p(p16.1→p12,~25Mb,×3,mos,~58%),+3p(×3,mos,~64%),+3q(×3),+9p(×3,mos,~69%),+10p(×3),+10q(q21.1→q26.3,~75Mb,×3,mos,~65%),+12q(×3),-13(×1),+14q(q11.1→q21.1,~22Mb,×3,mos,~47%), +21q(q22.11→q22.3,~16Mb,×3,mos,~59%)
	Abnormality

	NC14-1
	2
	+12p(×3),+12q(q13.11→q24.32,~79Mb,×3),-14(×1,mos,~57%),-20p(×1,mos,~57%),-20q(×1,mos,~54%)
	Abnormality

	NC14-2
	2
	-1p(p21.1→p12,~15Mb,×1,mos,~39%),-6p(p21.1→p11.2,~14Mb,×1,mos,~48%),-7p(p14.3→p11.2,~27Mb,×1,mos,~37%),-9q(q21.33→q22.31,~10Mb,×1,mos,~44%),+12(×3),+14(×3),+20(×3)
	Abnormality

	NC15-1
	3
	46,XN
	Euploidy

	NC15-2
	3
	46,XN
	Euploidy

	NC16-1
	3
	46,XN
	Euploidy

	NC16-2
	3
	46,XN
	Euploidy

	NC17-1
	3
	46,XN
	Euploidy

	NC17-2
	3
	46,XN
	Euploidy

	NC18-1
	3
	46,XN
	Euploidy

	NC18-2
	3
	46,XN
	Euploidy

	NC19-1
	3
	46,XN
	Euploidy

	NC19-2
	3
	N/A
	/

	NC20-1
	3
	-Xp(p11.23→p11.21,~10Mb,×1,mos,~67%),-12q(q12→q13.2,~12Mb,×1,mos,~59%),- 15q(q21.3→q22.31,~12Mb,×1,mos,~58%)
	Mosaicism

	NC20-2
	3
	46,XN
	Euploidy

	NC21
	1
	-2(×1),-3(×1),-9q(q34.11→q34.13,~5Mb,×1),-12(×1),-19p(×1),-19q(×1,mos,~69%),-20(×1)
	Abnormality

	NC22
	1
	+1(×3),+3(×3),+5(×3),-6(×1),+11(×3),-13(×1),+14(×3),+15(×3),+18p(×3,mos,~68%),+18q(×3,mos,~63%),+20p(×3,mos,~61%),+20q(×3),-21(×1),-22(×1)
	Abnormality

	NC23-1
	2
	-12q(q13.13→q24.33,~80Mb,×1),- 16(×1),+19q(×3,mos,~32%)
	Abnormality

	NC23-2
	2
	+12q(q13.13→q24.33,~79Mb,×3),-16(×1),+19q(q13.11→q13.43,~24Mb,×3,mos,~31%)
	Abnormality

	NC24-1
	1
	+13(~37%)
	Mosaicism

	NC24-2
	1
	dup(4)(q11q35.2)(~138.60Mb,~41%)
	Mosaicism

	NC25-1
	1
	+1(~52%)
	Mosaicism

	NC25-2
	1
	-1
	Abnormality

	NC26-1
	3
	-1,-6,-17
	Abnormality

	NC26-2
	3
	+X(~64%),-Y(~69%),-1(~61%),-6(~54%),dup(12)(p13.33p11.1)(~34.40Mb,~32%),-17(~53%)
	Mosaicism

	NC27-1
	3
	dup(7)(q11.21q21.11)(~22.00Mb,~52%),dup(9)(p24.3p21.3)(~24.20Mb,~48%),dup(19)(p13.3p13.12)(~15.00Mb,~52%),dup(19)(q13.2q13.43)(~ 20.33Mb,~60%)
	Mosaicism

	NC27-2
	3
	46,XN
	Euploidy

	NC28-1
	3
	46,XN
	Euploidy

	NC28-2
	3
	46,XN
	Euploidy

	NC29-1
	2
	+3(~55%),+5(~56%),+6(~57%),+7(~61%),-9,+10(~60%),+12(~56%),
+14(~56%),+16(~59%),- 18,+20(~56%),+21(~61%)
	Abnormality

	NC29-2
	2
	-1
	Abnormality

	NC30-1
	2
	-1
	Abnormality

	NC30-2
	2
	+X(~56%),+Y(~61%),-1,+2,+4,+8,+9,+11,+13,+15,+17,+18,+19,+22
	Abnormality

	NC31-1
	1
	+2
	Abnormality

	NC31-2
	1
	+2
	Abnormality

	NC32-1
	1
	46,XN
	Euploidy

	NC32-2
	1
	+10
	Abnormality

	NC33-1
	1
	46,XN
	Euploidy

	NC33-2
	1
	46,XN
	Euploidy

	DC1-1
	1
	+2(×3),-3(×1),+4(×3),-5(×1),+8(×3),+9(×3),-11(×1),-14(×0),+15(×3),- 16(×1),+18(×3)
	Abnormality

	DC1-2
	1
	-4(×1),-9(×1),+13(×3),-18(×0),+21(×3),+22(×4)
	Abnormality

	DC1-2
	1
	+X(×3),-8p(p12→p11.1,~7.5Mb,×1),+11(×3),-13(×0),+14(×3),-15(×1),-17q(×1),
+18(×3),-21(×1),-22(×0)
	Abnormality

	DC2-1
	2
	-2p(×0),-2q(q11.1→q14.2,~25Mb,×1),-2q(q14.2→q37.3,~118Mb,×0),-4(×1),+11(×3),
-12(×1),-17p(×1),+17q(×3),-18(×1)
	Abnormality

	DC2-2
	2
	N/A
	/

	DC2-2
	2
	+2p(pter→p12,~76Mb,×3,mos,~48%),-2p(p12→p11.2,~10Mb,×0),
-2q(q11.1→q14.2,~25Mb,×1),-2q(q14.2→q37.3,~118Mb,×0),+4p(p16.1→p14,~27Mb,×3),-4p(p14→p12,~12Mb,×1),-4q(×1),-11(×1),-12(×1),-17p(×1),+17q(×3),-18(×1)
	Abnormality

	DC3-1
	2
	-19q(×1)
	Abnormality

	DC3-2
	2
	+14(×3),-16(×1)
	Abnormality

	DC3-3
	2
	N/A
	/

	DC4-1
	1
	N/A
	/

	DC4-2
	1
	N/A
	/

	DC4-3
	1
	N/A
	/

	DC5-1
	1
	+9(×3),-14(×1),+16(×3),+17(×3),+18(×3),-21(×1)
	Abnormality

	DC5-2
	1
	-3q(q13.13→q21.2,~17Mb,×1),+9(×3),-14(×1),+16(×3) ,+18(×3),
- 20p(×1,mos,~55%),-21(×1)
	Abnormality

	DC5-3
	1
	N/A
	/

	DC5-4
	1
	+9(×3),-14(×1), +16(×3),+17(×3),+18(×3),-21(×1)
	Abnormality

	DC6-1
	1
	N/A 
	 /

	DC6-2
	1
	N/A
	/

	DC7-1
	1
	-X(×1),+1(×3),+3p(p26.3→p12.3,~77Mb,×5),-6q(×1),-10(×0), 
+11p(×4),+11q(×3),+13q(q33.3→q34,~5Mb,×3),+14(×3),-18(×0), 
-20(×0),-21(×0),-22(×0) 
	Abnormality

	DC7-2
	1
	-1(×1),-4(×0),-7(×1),-8(×0),-11(×1),-12(×0),+13(×3),-16(×1),+18(×3) 
	Abnormality

	DC7-3
	1
	-X(×1),-2(×1),-3(×0),+5(×3),-6(×1),-7(×1),+9(×3),-13(×1), 
-14(×1),-15(×1),+17(×3),+18(×3) 
	Abnormality

	DC8-1
	1
	-1p(p36.32→p31.3,~65Mb,×1,mos,~63%),-1p(p31.2→p12,~51Mb,×1),-1q(×1),+4(×3),+5p(×3),+5q(×3,mos,~58%),-11q(q11→q12.3,~7.5Mb,×1),-16p(×1,mos,~60%),-16q(q21→q21,~6Mb,×1),-16q(q22.1→q22.3,~5Mb,×1),-16q(q22.3→q24.1,~14Mb,×1,mos,~66%) 
	Abnormality

	DC8-2
	1
	+1p(p36.32→p21.1,~101Mb,×3),+1p(p21.1→p13.3,~4Mb,×5),+1p(p13.3→p12,~11Mb,×3),+1q(×3),-4(×1),-5p(×1),-5q(q11.1→q23.2,~76Mb,×1),-5q(q23.2→q31.3,~19Mb,×1,mos,~66%),-5q(q32→q34,~19Mb,×1),-5q(q35.1→q35.3,~10Mb,×1),-16(×1) 
	Abnormality

	DC8-3
	1
	N/A
	/

	DC8-4
	1
	N/A
	/

	DC9-1
	1
	+8p(×3,mos,~50%),+8q(q11.1→q21.11,~28Mb,×3,mos,~51%),+8q(q24.22→q24.3,~10Mb,×3,mos,~58%),-9(×1,mos,~58%),+10q(q26.2→qter,~6.6Mb,×3),-11p(×1,mos,~54%),-11q(q13.4→q23.1,~40Mb,×1,mos,~64%),+13q(q12.11→q12.3,~13Mb,×3,mos,~50%),+13q(q32.1→q34,~18Mb,×3,mos,~53%),+14q(q32.12→q32.33,~14Mb,×3),+18(×3,mos,~50%),-19p(×1,mos,~50%),-20p(×1,mos,~58%)
	Abnormality

	DC9-2
	1
	+Xp(×2,mos,~63%),+Xq(×2,mos,~65%),-Yp(×0,mos,~59%),-Yq(q11.21→q11.23,~15.2Mb,×0,mos,~63%),+2p(pter→p25.2,~7Mb,×3),+20p(×3,mos,~64%),+20q(×3) 
	Abnormality

	DC9-3
	1
	+X(×2),-2p(p25.1→p11.2,~80Mb,×1),-2q(q11.1→q22.3,~50Mb,×1),-2q(q22.3→q37.3,~97Mb,×1),+3(×3),+8p(pter→p23.2,~5.2Mb,×3),-10(×1),-14(×1),+15(×3),-17p(×1,mos,~68%),-17q(×1),-18(×1),+19p(×3,mos,~66%),+19q(×3),-20(×1),-21(×1) 
	Abnormality

	DC10-1
	1
	-1,+3,+7(~40%),+8,+9,+10(~45%),+12(~42%),+16,-17,+19,-20,-22
	Abnormality

	DC10-2
	1
	N/A
	/

	DC10-3
	1
	-X,+1(~41%),-2,+4(~53%),+7(~49%),-10,+11,+12(~45%),+13,+14(~44%),+15,+17,+18,-19,+20,+21(~48%),+22
	Abnormality

	DC11-1
	2
	N/A
	/

	DC11-2
	2
	+X(~44%),-2,dup(3)(p26.3q21.1)(~123.60Mb),dup(3)(q26.31q27.3)(~16.80Mb),dup(3)(q28q29)(~6.80Mb),-4,+6,+11,del(12)(p13.33q21.31)(~81.00Mb,~48%),dup(13)(q31.1q31.3)(~6.80Mb),+17,-18(~57%),del(20)(q11.21q13.12)(~13.40Mb)
	Abnormality

	DC11-3
	2
	N/A
	/

	DC12-1
	1
	N/A
	/

	DC12-2
	1
	+4,-7,del(18)(p11.32p11.21)(~14.40Mb,~30%)
	Abnormality

	DC12-3
	1
	N/A
	/

	DC13-1
	2
	N/A
	/

	DC13-2
	2
	N/A
	/

	DC13-3
	2
	N/A
	/

	DC13-4
	2
	N/A
	/

	DC13-5
	2
	N/A
	/

	DC13-6
	2
	-2,-4,del(5)(p15.33q14.1)(~81.00Mb),dup(5)(q14.3q35.3)(~89.92Mb,~32%),-8,-9,-11,-15,-20,-22
	Abnormality

	RC1
	2
	-22(×1)
	Abnormality

	RC2
	2
	46,XN
	Euploidy

	RC3
	2
	+12q(q21.1→q21.31,~12Mb,×3,mos,~36%),+16(×3)
	Abnormality

	RC4
	3
	+13(×6)
	Abnormality

	RC5
	2
	+Xp(p22.31→p11.22,~45Mb,×2,mos,~49%),+Xq(q23→q25,~8Mb,×2),
+Xq(q25→q28,~33Mb,×2,mos,~40%),+1p(×3,mos,~46%),- 5(×1,mos,~57%)
	Abnormality

	RC6
	2
	+13,+15
	Abnormality

	RC7
	2
	46,XN
	Euploidy

	RC8
	2
	dup(1)(p13.2p11.2)(~5.80Mb),dup(1)(q23.3q24.3)(~10.80Mb,~63%),dup(3)(p14.2p14.1)(~4.60Mb),dup(3)(p13p11.1)(~18.60Mb,~69%),dup(3)( q11.1q12.1)(~5.40Mb),dup(3)(q13.13q24)(~38.00Mb,~51%),dup(11)(p15.5p14.2)(~26.80Mb,~69%),dup(11)(p12p11.2)(~6.80Mb),dup(11)(q14.1q25)(~54.41Mb),dup(14)(q11.2q21.3)(~26.00Mb,~49%),dup(14)(q24.3q32.2)(~24.60Mb,~64%),dup(18)(q12.1q22.3)(~41.80Mb,~48%)
	Abnormality

	RC9
	2
	dup(2)(q31.1q32.1)(~13.60Mb,~48%)
	Mosaicism

	RC10
	1
	46,XN
	Euploidy

	RC11
	2
	46,XN
	Euploidy

	MN1-1
	1
	+2p(pter→p24.1,~24Mb,×3),+2p(p23.3→p23.1,~5.3Mb,×3),+2q(q37.1→q37.3,~5.6Mb,×3)+3p(p21.2→p14.3,~6.0Mb,×3),+16(×3),-19(×1),+21q(q22.11→q22.3,~8.9Mb,×3)
	Abnormality

	MN2-1
	2
	+7(×3),+9q(q32→q33.2,~8.4Mb,×3),+14q(q31.1→q31.3,~6.6Mb,×3),+15q(q26.1→q26.3,~5.8Mb,×3),-16q(q22.1→q23.1,~9.6Mb,×1),+19q(q11→q13.11,~4.4Mb,×3)
	Abnormality

	MN2-2
	2
	-X(×1),+1p(×3),-1q(×0),-3(×1),+4(×3),-7(×1),+12(×3),-14q(q24.2→q24.3,~6.3Mb,×1),-16(×0),+19q(×3),+20(×3),-21(×1),+22(×3)
	Abnormality

	MN3
	2
	46,XN
	Euploidy

	MN4-1
	1
	+7q(q35→q36.3,~15Mb,×3)
	Abnormality

	MN4-2
	1
	-7q(q35→q36.3,~15Mb,×1)
	Abnormality

	MN5-1
	2
	N/A
	/

	MN5-2
	2
	-1q(×1),+2q(×3),+4q(×3),+5(×4),-8p(pter→p12,~35Mb,×1),-11q(q21→q22.3,~10Mb,×1),
+14q(q12→q21.1,~5.6Mb,×3),-19(×1),-22(×1)
	Abnormality

	MN6
	2
	46,XN
	Euploidy

	MN7-1
	1
	-22(×1)
	Abnormality

	MN7-2
	1
	-22(×1)
	Abnormality

	MN8
	1
	+1q(q32.1→q44,~48Mb,×3)
	Abnormality

	MN9-1
	1
	N/A
	/

	MN9-2
	1
	+1(×3,mos,~40%),+22(×3)
	Abnormality

	MN10
	1
	46,XN
	Euploidy

	MN11-1
	1
	-21q(q21.3→q22.12,~4.8Mb,×1)
	Abnormality

	MN11-2
	1
	46,XN
	Euploidy

	MN12
	2
	-Xp(p22.33→p22.31,~4Mb,×1),-3(×1)
	Abnormality

	MN13-1
	1
	-6,-9,-21
	Abnormality

	MN13-2
	1
	46,XN
	Euploidy

	MN14-1
	2
	46,XN
	Euploidy

	MN14-2
	2
	46,XN
	Euploidy

	MN15-1
	2
	N/A
	/

	MN15-2
	2
	N/A
	/

	MN16
	1
	dup(9)(q34.11q34.3)(~10.60Mb,~42%),+13,+15
	Abnormality

	MN17-1
	2
	dup(X)(p22.33p11.21)(~55.00Mb),dup(X)(q21.1q28)(~70.40Mb),-4,-14
	Abnormality

	MN17-2
	2
	dup(X)(q21.31q21.33)(~10.00Mb),-4(~64%),del(5)(p13.3p13.2)(~5.00Mb),del(7)(p14.1p12.2)(~9.20Mb),del (10)(q11.21q11.22)(~6.60Mb),-14
	Abnormality

	MN18
	2
	N/A
	/

	MN19-1
	2
	+1,+6,+17
	Abnormality

	MN20-1
	1
	+7
	Abnormality

	MN20-2
	1
	del(X)(q11.1q13.2)(~11.20Mb,~33%),-7,del(21)(q11.2q22.11)(~17.60Mb,~39%
	Abnormality

	MN21-1
	1
	46,XN
	Euploidy

	MN21-2
	1
	N/A
	/

	MN22-1
	2
	N/A
	/

	MN22-2
	2
	dup(18)(q12.1q23)(~49.28Mb),-21
	Abnormality

	MN23-1
	2
	-X(~39%),-7(~31%)
	Mosaicism

	MN23-2
	2
	dup(5)(q11.2q35.3)(~127.60Mb,~38%),+7(~48%),+14(~39%),dup(20)(p13p11.22)(~21.80Mb,~45%),dup(20)(q11.21q13.33)(~33.43Mb,~44%)
	Mosaicism

	MN24-1
	1
	46,XN
	Euploidy

	MN24-2
	1
	+20(~32%)
	Mosaicism

	MN25
	1
	46,XN
	Euploidy

	MN26-1
	2
	-3,-15,-19,-21
	Abnormality

	MN26-2
	2
	46,XN
	Euploidy

	MN27-1
	2
	N/A
	/

	MN27-2
	2
	+X,+Y(~68%),+2,-4,+5(~68%),+7,+10(~46%),-11,+12,+15,+16,+17(~49%),-19(~32%),+20,+21,+22
	Abnormality

	MN28
	2
	+X,+Y(~64%),-1,del(2)(p25.3q21.1)(~130.80Mb),+3,+5(~44%),-11,+12,+13,+14,-16(~35%),+17,+19,- 20(~37%),+21(~43%)
	Abnormality

	MN19
	2
	X,-2,-13,-14,-17,-18,-21
	Abnormality

	CC1-1
	1
	N/A
	/

	CC1-2
	1
	N/A
	/

	CC1-3
	1
	N/A
	/

	CC1-4
	1
	-X(×1)
	Abnormality

	CC2-1
	1
	N/A
	/

	CC2-2
	1
	N/A
	/

	CC3-1
	1
	46,XN
	Euploidy

	CC3-2
	1
	N/A
	/ 

	CC3-3
	1
	N/A
	/

	CC3-4
	1
	N/A
	/

	CC4-1
	1
	+7(×3),+15(×3),+19q(×3),-20(×1)
	Abnormality

	CC4-2
	1
	-3(×1),-4(×1),-5(×1),-7(×0),-9(×1),-11(×1),-14(×1),-17(×1),-20(×1),-22(×1)
	Abnormality

	CC4-3
	1
	N/A
	/

	CC4-4
	1
	N/A
	/

	CC4-5
	1
	N/A
	/

	CC5-1
	1
	-Xq(×1),-3q(×1),-5(×1),+7(×3),+10(×3),+17(×3),-20p(×1)
	Abnormality

	CC5-2
	1
	-7p(p14.1→p11.2,~15Mb,×1),-7q(×1),-10q(q11.23→q21.2,~11Mb,×1),-17(×1)
	Abnormality

	CC5-3
	1
	N/A
	/

	CC5-4
	1
	N/A
	/

	CC6-1
	1
	N/A
	/

	CC6-2
	1
	N/A
	/

	CC6-3
	1
	N/A
	/

	CC7-1
	1
	46,XN
	Euploidy

	CC7-2
	1
	N/A
	/

	CC7-3
	1
	N/A
	/

	CC7-4
	1
	N/A
	/

	CC8-1
	1
	N/A
	/

	CC8-2
	1
	N/A
	/

	CC8-3
	1
	+3
	Abnormality

	CC9-1
	1
	del(2)(p25.3p21)(~43.80Mb,~55%),+3,-9,dup(13)(q14.3q21.1)(~5.60Mb),-14
	Abnormality

	CC9-2
	1
	+19,-22
	Abnormality

	CC9-3
	1
	+22
	Abnormality

	CC9-4
	1
	N/A
	/

	CC9-5
	1
	N/A
	/

	CC10-1
	1
	N/A
	/

	CC10-2
	1
	46,XN
	Euploidy

	CC10-3
	1
	N/A
	/

	CC11-1
	1
	+5,-11,+16,del(18)(q11.1q23)(~59.68Mb,~33%)
	Abnormality

	CC11-2
	1
	N/A
	/

	CC11-3
	1
	N/A
	/

	CC11-4
	1
	+22
	Abnormality

	CC11-5
	1
	N/A
	/

	CC11-6
	1
	N/A
	/

	CC12-1
	1
	-14,-18(~44%),-19
	Abnormality

	CC12-2
	1
	-18(~48%),-22
	Abnormality

	CC13-3
	1
	+4,-20,+21,+22
	Abnormality

	CC12-4
	1
	N/A
	/

	CC13-1
	1
	N/A
	/

	CC13-2
	1
	N/A
	/

	CC13-3
	1
	del(1)(q31.1q44)(~58.65Mb,~49%),del(6)(q13q27)(~97.92Mb),del(8)(q21.13q24.3)(~62.16Mb,~45%),del(10)(q21.1q26.3)(~79.13Mb,~50%),del(13)(q31.2q34)(~25.57Mb,~37%),-20
	Abnormality

	CC14-1
	1
	N/A
	/

	CC14-2
	1
	del(5)(p15.33p11)(~46.20Mb),del(5)(q11.1q35.3)(~131.52Mb,~54%),+22
	Abnormality

	CC14-3
	1
	+14
	Abnormality

	CC14-4
	1
	+19,-22
	Abnormality

	CC14-5
	1
	N/A
	/

	CC15-1
	1
	+5,-18
	Abnormality

	CC15-2
	1
	+13,+16,-21,+22
	Abnormality

	CC15-3
	1
	N/A
	/
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