PO1

BP Chr. 22
Junction

P02

BP Chr.
Junction

22

PO3

BP Chr.
Junction

22

P04

BP Chr.
Junction

22

PO5

BP Chr.
Junction

22

PO6

BP Chr.
Junction

22

PO7

BP Chr.
Junction

22

P08

BP Chr.
Junction

22

P12

BP Chr.
Junction

22

P13

BP Chr.
Junction

22

chr22;: 48609895- 48609954 ggccgaggcgggcagact acct gaggt cgg

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

Posi tion

Posi ti on

44280750- 44280809

Posi tion

47183281-47183340

Posi tion

48040155- 48040214

Posi tion

43136766- 43136825

Posi tion

47040707- 47040766

Posi tion

46600236- 46600295

Posi tion

41517849- 41517908

Posi tion

44623743- 44623802

Posi tion

48476926- 48476985

Terminal deletions

gagt t caagaccagcct gat caacat ggag

ggccgaggcgggcagact acct gaggt cgg TTAG GGTTAG) n

Sequence

GGGAAGAGCGCAATTCTGCCAATACCCCAG
GGGAAGAGCGCAATTCTGCCAATACCCCAG

AATTGTTTTCOCCAAGATGCCTCTGCACAT
GGAGAG( GGTGAG) n

Sequence

t gt aat cccagcact t t gggaggccaaggt
t gt aat cccagcact t t gggaggccaaggt

gggt ggat aat t ggaggt caggagt t t gag
TAG(GGTTAG) n
Sequence

GGCTGECTCAGGCCGEGACTCTGEGT CAGG TGCAGCCTCATGGAAAGACCT CTACAGGAG
GGCTGGECTCAGGCCGEGACTCTGEGT CAGG GITAG GGTTAG n

Sequence

gt t acagccaggggt t agt t at agccaggg
gtt acagccaggggt t agt t at agccaggg

gttagttacagccaggggttagttatagec
TTAG( GGTTAG) n

Sequence

GGTAACCCAGCTGAGGTCCACAGATCACGG
GGTAACCCAGCT GAGGT CCACAGATCACGG

ACAGGCATGCT GGGAGT GGCCACAGGGAGA
TTAG( GGTTAG) n

Sequence

AGGATGT TTTACAATACCAAGGGT GGAAAT
AGGATGT TTTACAATACCAAGCGT GGAAAT

CCAACCCAACTCCCCTTTTGTAAAACAAAG
ATCTTTGTGAGAACAGACAA TAG( GGTTAG) n

Sequence

CTGGECCTCAGGAACTCTGCTGCTGCTGT T GGGGCTGCCCCAAGCTAGCGT GGACAGAAG
CTGGGCCTCAGGAACTCTGCTGCTGCTGIT - TAACCCTAACTCCT ( GGTTAG) n

Sequence

aat ggagagagagact t gagt t ggaact gt
aat ggagagagagact t gagt t ggaact gt

gt gt ct gagggaggat ccgt aggacaagct
TAG GGTTAG) n
Sequence

act ct agagt gaaggt aaaggcagttttag
act ct agagt gaaggt aaaggcagttttag

accaagat caaaagttt act at cagt gaaa
(GGTTAG n

Repeat s
Al uSp

Repeat s

None

Repeat s

Al uSx

Repeat s

None

Repeat s

Si npl e tandem

Repeat s

None

r epeat

Repeat s

None

Repeat s

Repeat s

L2

Repeat s

LI Med

None



P14

BP Chr. 22
Junction

P20 BP1

BP Chr. 22
Junction

P20 BP2

BP Chr. 22
Junction

P20 BP3

BP Chr. 22
Junction

P21

BP Chr. 22
Junction

P30

BP Chr. 22
Junction

P31
BP Chr. 22

Junction

P32

BP Chr. 22
Junction

P34

BP Chr. 22
Junction

P36

BP Chr. 22
Junction

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

chr22:

Posi tion

43867958- 43868017

Posi tion

42406130- 42406189

Posi tion

42603398- 42603457

Posi tion

42728708- 42728767

Posi tion

44960699- 44960758

Posi tion

46018962- 46019021

Posi tion

49469041- 49469100

Posi tion

49469045- 49469104

Posi ti on

45252070- 45252129

Posi tion

40440085- 40440144

Sequence

aggt ct ggaaagt cct t aggcat gt gcagt
aggt ct ggaaagt cct t aggcat gt gcagt

cacct ctt cat gct acct cgt gt gt cacat
TAG( GGTTAG) n

Sequence

AAAATCTGAAAAGAATATAAGGTTCTCTTG
AAAATCTGAAAAGAATATAAGGTTCTCTTG

AGGGGTAAATTAAGTACTTTAGGGGATATA
GTTAG( GGTTAG) n

Sequence

ACTCCTGCCAAGAcaggt ct aggt caagat
ACTCCTGCCAAGAcaggt ct aggt caagat

taatt gcatt agaat ct ct gcagaagagcc
GGTTAG GGTTAG) n

Sequence

aagcttattttataagaaagt att gaagat
aagcttattttataagaaagt at t gaagat

cttgtgcagtttgttgaataccgt acATGA
AT TTAG GGITAG n

Sequence

ACTTAGATACCACAGGATTGCECAGTGTAGA
ACTTAGATACCACAGGATTGCECAGTGTAGA

CTTACATTCATAGACCGGATGCCATCAGCC
TTAG( GGTTAG) n

Sequence

cttactattatgattttgttgtttatatgg
cttactattatgattttgttgtttatatgg

tgttttcttgctgtcatggtgaagtaatga
TAG(GGTTAG) n
Sequence

gggt ggt ggagagggggat ggt ggaggggg
TTAG( GGTTAG) n

Agagggggt ggagaggggggt ggt ggagggy
Agagggggt ggagaggggggt ggt ggaggg
Sequence

g9t ggagaggggggt ggt ggagggggat gg
AG( GGTTAG) n

9999t ggagaggggggt ggt ggagggggt t
9999t ggagaggggggt ggt ggagggggt t
Sequence

cttgctctgtcaccaggct ggagt gcagt g
TAG( GGTTAG) n

attggctttttttttttttt gagacggagt
attggettttttttttttttgagacggagt

Sequence

caaccct t t gaacaaat gagagat t gaagt
caaccct tt gaacaaat gagagat t gaagt

ccagggaggaaaaggagct tt cct gaggt ¢
TAG( GGTTAG) n

Repeat s
LTR45C

Repeat s

None

Repeat s

MER5b

Repeat s

Ti gger5

Repeat s

None

Repeat s

LI MCc

Repeat s

G rich, Low conplexity (SHANK3-REP)

Repeat s

G rich, Low conplexity (SHANK3-REP)

Repeat s

Al uSc

Repeat s

M R3



P39

BP Chr.
Junction

P40

BP Chr.2
Junction
BP Chr.

22

2

XY

Posi ti on

chr22: 49468904- 49468963

Posi ti on

chr22: 42119850- 42119912

chr X/ Y: 418-480 (rev.)

Sequence

GTCOCCTCGOCAGGGAGAGAGGAGGGTCAG CAGGGCTCTGEGGCAGGEGTATGEGGAAAA
GTCOCCTCGOCAGGGAGAGAGGAGGGTCAG ( GGTCAG) ¢( GGTTAG) ( GGTCAG) »( GGTTAG) n

Sequence

gcaaggt gat cagggt gggcttcttggagg agg tgat at ct gaggt gagat ct ggaaagcaag
gcaaggt gat cagggt gggcttctt ggagg agg ggttgtct cagggt cct agt gt gt ct ggaa
ggaact gggt t aTCAACCAGGTGCTCTTCT AGG ggtt gt ct cagggt cct agt gt gt ct ggaa

Repeat s

None

Repeat s
L2

LTR12d



P37
BP1 Chr.
Junction

BP2 Chr.

P38

BP1 Chr.
Junction
BP2 Chr.

P42

BP1 Chr.
Junction
BP2 Chr.
BP3 Chr.

P43

BP1 Chr.
Junction
BP2 Chr.

P44

BP1 Chr.
Junction
BP2 Chr.

22

22

22

22

22

22
22

22

22

22

22

Posi tion (hgl8)
chr22:49417717- 49417776

chr22: 49491490- 49491549

Posi tion (hgl8)
chr 22: 49493608- 49493667

chr22: 49537718- 49537781

Posi tion (hgl8)
chr22: 49511283- 49511342

chr22: 49528909- 49528968

Posi tion (hgl8)
chr22: 49498120- 49498182

chr 22: 49525034- 49525096

Posi tion (hgl8)
chr22: 49433639- 49433698

chr22: 49472587- 49472646

Interstitial deletions

Sequence

cacat aat aat gt t gt ggct agcct t agaa at cct ctt cacaaaat t aaagagcaaaaat

cacat aat aat gt t gt ggct agcct t agaa GCTGCAACCC CAGGT GGTACGEGAGEECAGGCGGTCCAGC

TCCATGATGGGECAGACAGGGCCGGEGAGACA CAGGT GGTACGGGAGGEECAGECGGT CCAGC

Sequence
cct cggect cccaaagt gct gggat t acag gcgt gagccact gcgcccagccAGAAGGATACAG
cctcggect cccaaagt gect gggat t acag gcgt at gt t gaaccagcctt gcat cccagggat g

gtttatatactggattacatttatcagttt gcgt at gt t gaaccagcct t gcat cccagggat g

Sequence

TCGGTAACCTGT GGAAAAAT GATGAGCT CTGGGCCCACCTTTGATTTTCAGGGGAACCT G

Repeat s
LTR49i nt

None

Repeat s
Al uSg

LI PA4

TCGGTAACCTGT GGAAAAAT GATGAGCT CT GEGCACGEECGGAGEEGAGCGEEECAGEGT CTCTACT GT GACCT GEGTGEECGGTGCTC

chr22: 49515909- 49515996 (rev) CAGCGCCAGGT GAGGEECGECACAGCCAAGGEEEEACCEECEEAGEEGAGCGEECAGEGT CCAGGAGGAAACGEECT GBEECTGCGECT

GT'CCTGAGGCCAGGECT GCAGCCCCACCACCTCTCTACTGT GACCTGEGT GGECGGTGCTC

Sequence
GGCTGGTTGATCATCCCGCAGECTGEEECC CTC
GCCTGGTTGATCATCCCGCAGECTGEEECC CTC
TATGGGAACAATAAACCAGT AAAGGECGCCT CTC

TTGATCAAACAGCT GCAAACCCAGCTGTGT
CAAGAGAGATATGTGGAGAAAATCATCATT
CAAGAGAGATATGTGGAGAAAATCATCATT

Sequence

ttcaggcaatt ct cct gcct cagect ccca agt agct gggat t acaggcat gcaccacca
GAAGTGTGTGTTGAGGAAGTAACTGEGCCA

GAAGTGTGT GTTGAGGAAGTAACTGGGECCA

ttcaggcaattctcctgcct cagecct ccca
TGCCACAGCTGCTCTCAAGGCCACTGCAGG

Repeat s
None

None

Repeat s
Al uSx

None

Repeat s

None

None
None



