
Supplemental	Fig	S7.	A	summary	figure	showing	the	results	of	89	aCGHs and	53	nucleotide-level	breakpoint	
junctions.	Red	dots	signify	relative	copy	number	gain	of	that	specific	interrogating	oligonucleotide	probe	and	thus	in	
aggregate	indicate	the	genomic	interval	duplicated,	and	green	dots	indicate	copy	number	loss.	For	each	of	the	53	
samples	with	breakpoint	junctions	solved	at	nucleotide-level	resolution,	we	showed	the	sequences	at	the	junctions	
under	the	aCGH result.	The	first	line	of	sequence	shows	the	reference	sequence	on	the	5¢ end;	the	middle	line	shows	
the	sample	sequence;	and	the	bottom	line	shows	the	3-end	reference	sequence.	The	sequences	are	on	the	plus	
strand.	The	repetitive	elements	covering	the	breakpoints	and	their	orientation	are	annotated	near	the	relative	
reference	sequences.	The	sequence	of	microhomology at	the	breakpoint	junction	is	highlighted	in	red.	The	grey	
sequence	starts	from	the	first	mismatching	base.	For	those	with	no	microhomology at	the	breakpoints,	we	colored	
the	first	base	near	the	aligned	sequence	in	green	and	documented	its	position.	The	genomic	coordinates	of	the	
microhomologies are	annotated	in	hg19	assembly.



Sample1

LCR	+

AAAGGATGTGTTTGCGGGCCAATAAGTAGCCGAGAATAACACCCGCCCACGCGCCTGCCAAGCCAAT…

GAAAGGATGTGTTTGCGGACCAATAAGTCGCCAGTATAACACCCGCCCACGCGCCTGCCAAGCCAAT…
GAAAGGATGTGTTTGCGGACCAATAAGTCGCCAGTATAACACCCGCCCACGCGCCTGCCAAGCCAAT…

LCR	+

Sample2

Sample3

Sample4

GGAGGCCGAGGCGGGCAGATCACCTGAGGTCAGGAGATCGAGACCAGCCTGGCCAACATGGTGAAAGCCC

CATGAGTTAATCCAAGACATCCTGGGTTGTCCTCAGCCTGCAACCAAAAGCCCGGCAAAGGCCTGGCAAT
CATGAGTTAATCCAAGACATCCTGGGTTGTCCTCAGATCGAGACCAGCCTGGCCAACATGGTGAAAGCCC

AluSx +

Chr1:155960080-155960081

Chr1:155795157-155795158

Chr1:155711167-155723605

Chr1:155573392-155587902

LCR	+

AAAGGATGTGTTTGCGGGCCAATAAGTAGCCGAGAATAACACCCGCCCACGCGCCTGCCAAGCCAAT…

GAAAGGATGTGTTTGCGGACCAATAAGTCGCCAGTATAACACCCGCCCACGCGCCTGCCAAGCCAAT…
GAAAGGATGTGTTTGCGGACCAATAAGTCGCCAGTATAACACCCGCCCACGCGCCTGCCAAGCCAAT…

LCR	+



Sample5

L1	+

GAATTACTGTTTTAATAAGGGTAACCATCTTTTTAACAATACTATTTGCTTCATTTCATTCATTTATTGC

AGAAAACATTCACATCTAAGGATAAAGAGCAGTATACAAAATTATTTTCTCATCCCAAAGAATATGGGAG
AGAAAACATTCACATCTAAGGATAAAGAGCAGTATACAATACTATTTGCTTCATTTCATTCATTTATTGC

LCR Chr7:6040351-6049558

Chr7:6030869-6030872

Chr7:6043119-6043122

Sample6

AluSx1	+

ACCCCGTCTTTACTAAAAATACAAAAAATTAGCCAGGCATGGTGGTGGGCACCTGTAATCCTAGCTACTC

ACCCCGTCTCTACTAAAAACACAAAAAATTAGTCAGGCATGGTGGCAGGTGCCTGTAATCCGTGCTACTC
ACCCCGTCTCTACTAAAAACACAAAAAATTAGTCAGGCATGGTGGTGGGCACCTGTAATCCTAGCTACTC

AluSq2	+

Chr7:6030502-6030513

Chr7:6046140-6046151

Sample7

Sample8



Sample9

Sample10

AluSx +

AGATCAATACAGCTGGCCGGAGACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCATTTTGGGAGGCCGAGGCGGG
TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

AluSx1	+

Chr7:73660117-73660144

Chr7:73663597-73663624

AluSx +

AGATCAATACAGCTGGCCGGAGACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCATTTTGGGAGGCCGAGGCGGG
TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

AluSx1	+

Chr7:73660117-73660144

Chr7:73663597-73663624

Sample11

Sample12

AluSx +

AGATCAATACAGCTGGCCGGAGACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCATTTTGGGAGGCCGAGGCGGG
TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

AluSx1	+

Chr7:73660117-73660144

Chr7:73663597-73663624



Sample13

AluSx +

AGATCAATACAGCTGGCCGGAGACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCATTTTGGGAGGCCGAGGCGGG
TAAAAAAATTTACAGGCCAGGCACAGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCGGG

AluSx1	+

Chr7:73660117-73660144

Chr7:73663597-73663624

Sample14

Sample15

Sample16

AluSx +

CACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCGCCCAGCCCCATTTATGGTT

CTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCGTGCGCCACCATGCCCAGCTAATTTCGTATTT
CTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCGTGAGCCACTGCGCCCAGCCCCATTTATGGTT

AluY +

Chr7:73645061-73645078

Chr7:73672804-73672821



Sample17

AluSx +

CACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCGCCCAGCCCCATTTATGGTT

CTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCGTGCGCCACCATGCCCAGCTAATTTCGTATTT
CTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCGTGAGCCACTGCGCCCAGCCCCATTTATGGTT

AluY +

Chr7:73645061-73645078

Chr7:73672804-73672821

Sample18

Sample19

Sample20

Sample21



Sample22

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345
Sample23

Chr10:12161539-12161550AluSx +

GCAGGAGAATCACTTGATCTCGGGAGGCGGAGGTTGCAGTGAGCCGAGATTGCACCACTGTACTCCAGCC

GCAGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATTGCGCTACTGCACTCCAGCC
GCAGGAGAATGGCGTGAACCCGGGAGGCGGAGGTTGCAGTGAGCCGAGATCGCACCACTGTACTCCAGCC

AluY + Chr10:12165521-12165532

Sample24

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345

Sample25

C,rs12784869



Sample26

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345
Sample27

Sample28

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345

Sample29

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345



Sample30

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345
Sample31

AluSx +

TGGCTCATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTAAGGTGGGCAGATCACCTGAGGTCAGGAGTTTGA
TGGCTCATGCTTGTAATCCCGGCACTTTGGGAGGCTGAGGCGGGCGGATCATGAGGTCAGGAGATCGAGA

AluY +

Chr10:12166163-12166177

Chr10:12100331-12100345
Sample32

Sample33

AluJb -

ACTGACCTCCAGTAATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTAACTTGCTGGGATTACAGGCATGATCTACCACGTC

AluSq2 -

Chr12:112315744-112315754

Chr12:112180759-112180769



Sample35

AluJb -

ACTGACCTCCAGTAATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTAACTTGCTGGGATTACAGGCATGATCTACCACGTC

AluSq2 -

Chr12:112315744-112315754

Chr12:112180759-112180769

Sample34

AluJb -

ACTGACCTCCAGTAATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTAACTTGCTGGGATTACAGGCATGATCTACCACGTC

AluSq2 -

Chr12:112315744-112315754

Chr12:112180759-112180769

AluJb -

ACTGACCTCCAGTAATCCACCCACCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCCAAAGTGCTGGGGTTACAGGCGTGAGCCAAAGCACC
TCTGGGCTCAAGTGATCCTCCTGCCTCAGCCTCCTAACTTGCTGGGATTACAGGCATGATCTACCACGTC

AluSq2 -

Chr12:112315744-112315754

Chr12:112180759-112180769

Sample36

Sample37



AluSp -

GACCTTAGGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCTGG

AluSx -

Chr14:21794781-21794806

Chr14:21799320-21799345

Sample39

Sample40

Sample41

Sample42

AluSp -

GACCTTAGGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCTGG

AluSx -

Chr14:21794781-21794806

Chr14:21799320-21799345



AluSp -

GACCTTAGGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCTGG

AluSx -

Chr14:21794781-21794806

Chr14:21799320-21799345

Sample43

Sample44

AluSp -

GACCTTAGGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCTGG

AluSx -

Chr14:21794781-21794806

Chr14:21799320-21799345

Sample45

AluSp -

GACCTTAGGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCACCCGA
GACCTCAGGTGAACCTCCCACCTGAGCCTCCCAAAGTGCTGGGATTACAGACGTGAGCCACCGCGCCTGG

AluSx -

Chr14:21794781-21794806

Chr14:21799320-21799345

Sample46



AluSq2 -

TAGACCAGGCTGGTCTCAAACTCCTGACCTCAAGTGATCTGCCCATCTCAGCCTCCCAAAGTGCTGGGAT
TTGGTCAGGCTAGTCTGCAACTCCTGACCTCAGGTGATCTGCCCATCTCAGCCTCCCAAAGTGCTGGGAT
TTGGTCAGGCTAGTCTGCAACTCCTGACCTCAGGTGATCCACCCGCCTCAGCCTCCCAAAGTGCTGGGAT

AluSx3 -

Chr15:41698386-41698406

Chr15:41684493-41684513

Sample47

Sample48

Sample49

Sample51

TGACCTCAAGTGATCCACCCACCTCGGCCTCCCAAAGAGCTGGGATTACAGGTGTGAGCCACTGCACCCG
TGGTCACGTGAGGGGAGACTTTGGGTAGGAGGAAGATTACAGGGATTACAGGTGTGAGCCACTGCACCCG
TGGTCACGTGAGGGGAGACTTTGGGTAGGAGGAAGAGAGTGGGCAGAAGAAGGAAAAATCAGATCTGCCT

AluSz -

Chr16:15799291-15799291

Chr16:15803439-15803439

Sample50



CAGTGCAGTGGCGTGATCATAGCTCACTGCAGCCTGGAACTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGTATTCAGCCAGTATTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGACAGGGACCTCTAAATGGCACAGTCAACACAAAAATCCCACACT

AluJr -

Chr16:15816331-15816331

Chr16:15796336-15796336

Sample52

Sample53

CAGTGCAGTGGCGTGATCATAGCTCACTGCAGCCTGGAACTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGTATTCAGCCAGTATTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGACAGGGACCTCTAAATGGCACAGTCAACACAAAAATCCCACACT

AluJr -

Chr16:15816331-15816331

Chr16:15796336-15796336

CAGTGCAGTGGCGTGATCATAGCTCACTGCAGCCTGGAACTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGTATTCAGCCAGTATTCCTGGCTCACATGATCCTCCTGCCTTAGC
AGCCAAACTTCCAGTATTCAGCAAAGACAGGGACCTCTAAATGGCACAGTCAACACAAAAATCCCACACT

AluJr -

Chr16:15816331-15816331

Chr16:15796336-15796336

Sample54

Sample55



AluJb +	

ATTTCTATTTTACGCTGGGTGCGGTGGCTCACACCTGTAATCCCAACACTTCGACACTCTGGGAAGCCAA
AAGAAGAATAAAGATCAGGTGCAGTGGCTCACGCCTGTAATCCCAACACTTCGACACTCTGGGAAGCCAA
AAGAAGAATAAAGATCAGGTGCAGTGGCTCACGCCTGTAATCCAACAATTTTGGAGACCGAGATGGGTGG

AluSx3 +

Chr16:89817648-89817657

Chr16:89861776-89861785

Sample56

Sample57

Sample58

AluSg +	

GTGAGCAGAGATCGCACCACTGCACTCCAGCATGGGCGACAGAGCGAAATTCTGTCTCAAAAAAAGAAAA
GTGAGCCAAGATTTCACTGCTGCACTCCAGCCTGGGCGACAGAGCGAAATTCTGTCTCAAAAAAAGAAAA
GTGAGCCAAGATTTCACTGCTGCACTCCAGCCTGGGCGACAGAGCAAGACTCTGTCTCAAAAAATAAATA

AluY +

Chr16:89814083-89814095

Chr16:89863542-89863554

Sample59

AluY +	

GCCAGGTGCGGTGGCTCACGCCTGTAATCCCAGTACTTTGGGAGGCTGAGGTGGGTGTTATCACTTGAGG
GCCAGGCGCGGTGGCTCACGCCTGTAATGCCAGCACTTTGGGAGGCTGAGGTGGGTGTTATCACTTGAGG
GCCAGGCGCGGTGGCTCACGCCTGTAATGCCAGCACTTTGGGAGGCCAAGGCAAGTGGATCACGAGGTCA

AluSq +

Chr16:89827581-89827592

Chr16:89864039-89864050



Sample60

AluY -

GAGATGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGC
GAGACAGAGTCACGCTCTGTCACCCAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGC
GAGACAGAGTCGCGCTCTGTCACCCAGGCTGGAGTGCAGTGGCGCCATCTCGGGTCACTGTAAGCTCTGC

AluY -

Chr16:89875354-89875376

Chr16:89891821-89891843

Sample61

Sample62

AluJr -

TCTTCAGCTCATAGCGGCTCCCACAGGGAGATGCTGGCTTCTACTGGAGATAAAGCCACACACTTCAAGA
TTTTTCTTCTTTTTGAGACAAGGTCTTGCTCTGCTGGCTTCTACTGGAGATAAAGCCACACACTTCAAGA
TTTTTCTTCTTTTTGAGACAAGGTCTTGCTCTGCTGCCCAGGCTGGAGTGCAGAGGTACCATTATAGCTC

Chr16:89926702-89926706

Chr16:89841572-89841576

AluJr -

TCTTCAGCTCATAGCGGCTCCCACAGGGAGATGCTGGCTTCTACTGGAGATAAAGCCACACACTTCAAGA
TTTTTCTTCTTTTTGAGACAAGGTCTTGCTCTGCTGGCTTCTACTGGAGATAAAGCCACACACTTCAAGA
TTTTTCTTCTTTTTGAGACAAGGTCTTGCTCTGCTGCCCAGGCTGGAGTGCAGAGGTACCATTATAGCTC

Chr16:89926702-89926706

Chr16:89841572-89841576

Sample63



Sample64

Sample65

Sample66

ID	46766

Sample67

AluSp -

CAGCCTAATTTTTGTATTTTTAGTAGAGATGGGGTTTCACCATGTTGGCCAGGATGGTCTCAAACTCCCG
CCTGGCTAATTTTGTATTTTTAGTAGAGATGGGGTTTCTCCATGTTGGCCAGGATGGTCTCAAACTCCCG
CCTGGCTAATTTTGTATTTTTAGTAGAGATGGGGTTTCTCCATGTTGGTCAGGCTGGTCTCGAACTCCTG

AluSx1 -

Chr17:1253414-1253452

Chr17:1111233-1111271

Sample68



Sample69

L1	+

CAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGTGGAGGTTGCAGTGAGCTGAGAT
TTTCAAATAGTGGTGATTACACAACACTGTCGCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCTGAGAT
TTTCAAATAGTGGTGATTACACAACACTGTCAATGTATTCGGTGCCACTAAATTGTTGTGTGTGTGTGTG

AluSq2	+

Chr17:1263080-1263081

Chr17:1234614-1234615
Sample70

L1	+

CAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCGGGAGGTGGAGGTTGCAGTGAGCTGAGAT
TTTCAAATAGTGGTGATTACACAACACTGTCGCTTGAACCCGGGAGGCGGAGGTTGCAGTGAGCTGAGAT
TTTCAAATAGTGGTGATTACACAACACTGTCAATGTATTCGGTGCCACTAAATTGTTGTGTGTGTGTGTG

AluSq2	+

Chr17:1263080-1263081

Chr17:1234614-1234615
Sample71

Sample72



Sample74

Sample75

Sample73

AluSq2 -

TGGTCTTGAACTCCTGACCTCAGGTGATGCGCCCACCTCGGCCTCCCAAAGTGCTGGGATTACAGATGTG
AGGCCTTGAACTCCTGACCTCAGGTGATCCTCCTGCCTCGGCCTCCCAAAGTGCTGGGATTACAGATGTG
AGGCCTTGAACTCCTGACCTCAGGTGATCCTCCTGCCTCGGCCCCGCAAAGTGCTGGGATTACAGGCATG

AluSx1 -

Chr17:2504984-2504991

Chr17:2544701-2544708

Sample76

AluSc -

TAGAGACAGGGTTTCACCATGTTGGTCAGGCTGGTCTCGAACTCCTGACCTCGTGATCTGCCTGTCTTGG
GACGGGGTTTCGCCATGTTGGTTGGCCAGGATGGTCTCGAACTCCTGACCTCGTGATCTGCCTGTCTTGG
GACGGGGTTTCGCCATGTTGGTTGGCCAGGATGGTCTCGATCTCTTGACCTCGTGATCTGCCCACCTCAG

AluSg -

Chr17:41200437-41200445

Chr17:41203867-41203875



Sample77

Sample78

AluSx -

TTTTTTTTTTTTTTAGTAGAGATGGGGTTTCTCCATGTTGGTCAGGCTGGTTTTGAACTCCCGACCTCAG
ATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGTCAGGCTGGTTTTGAACTCCCGACCTCAG
ATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACCTCAG

AluSp -

Chr17:41236381-41236389

Chr17:41251038-41251046

Sample79

AluY -

AAGCAATTCTCTGCTTCAGCCTCCCAAGTAGCTGGGATTACAGGCACCCGCCACCACGCCCGACTAATTT
CATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCACCCGCCACCACGCCCGACTAATTT
CATGATCCACCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCACGCCTGGCCTCTGC

AluSg7 -

Chr19:55444778-55444793

Chr19:55475378-55475393
Sample80

AluSq2	-

GACCTCGTGATCTCCCCGCCTTGGCCTCCCAACGTGCTGGGATTACAGGCATGAGCCACCGCACCCGGCC
CCTCAGGTGATCCGCCCATCTCGGCCTCCCAACGTGCTGGGATTACAGGCATGAGCCACCGCACCCGGCC
CCTCAGGTGATCCGCCCATCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGCGCCAGGCC

AluY -

Chr19:55506229-55506238

Chr19:55445561-55445570



Sample81

AluSq2	+

GATGCCATGGGGAAATGGAAGAAAAGGCAGAGTGAGTGGGTTGGGTGCAGAGTCAGGAGAGGTTAGGAAG
AGCCTGGGCAACAAGAGTAAATCTCCGTCTCACCAAGGGGTTGGGTGCAGAGTCAGGAGAGGTTAGGAAG
AGCCTGGGCAACAAGAGTAAATCTCCGTCTCACCAAAAAAAAAAAAAAAAAAAAAGACAGCTGGAAAATC

L2	-

Chr19:55449271-55449271

Chr19:55528913-55528913

Sample82

AluSq2	+

GATGCCATGGGGAAATGGAAGAAAAGGCAGAGTGAGTGGGTTGGGTGCAGAGTCAGGAGAGGTTAGGAAG
AGCCTGGGCAACAAGAGTAAATCTCCGTCTCACCAAGGGGTTGGGTGCAGAGTCAGGAGAGGTTAGGAAG
AGCCTGGGCAACAAGAGTAAATCTCCGTCTCACCAAAAAAAAAAAAAAAAAAAAAGACAGCTGGAAAATC

L2	-

Chr19:55449271-55449271

Chr19:55528913-55528913

Sample83

Sample84

Sample85



Sample86

Sample87

Sample88

Sample89

ATTTTTTTTTGTATTTTTAGTAGAGACGGGGTTTCTCTGTGTTAGCCAGGATGGTCTTGATCTCCTGACC
GGTTACTCCCCTGCTTCAAACCATTTGATGGCTTCCATCAAACGTGCAGGATGGTCTTGATCTCCTGACC
GGTTACTCCCCTGCTTCAAACCATTTGATGGCTTCCCACTGCCTAACTTCCATGCTCCTCACCCTGTTTT

Chr15:41721734-41721734L2a	+

Chr15:41737342-41737342AluY -

CAAAAAAATTTAAAAATTAGCTGGGTGTTATGGTATGCACCTGAGGTCCCAACTACTTAGGAGGCTGAGG

TGTTAAGGTTGGTCACTTACTTCTTGTTTGAAAAAGTTACGTTTTAGTGGCTGGGCGCGGTGGCTTACGC
CAAAAAAATTTAAAAATTAGCTGGGTGTTATGGTATGCACGTTTTAGTGGCTGGGCGCGGTGGCTTACGC

Chr15:41745798-41745799

Chr15:41571119-41571120

Alujr4	+


