chromosome 1 chromosome 1

g22

g23.1
(T AR [N R D O S AR T S
— — —
breakpointl breakpoint2
86103 chr1:15613077|3 cl|1r1:156874906
1 1
S ' |
& I :
3 1 [
O ) [
0 1 [

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 8367
Discordant mates = 127

LMNA
Tyrosine kinase receptor A trans—-membrane domain

NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

(R RN LR D

— T e

breakpointl
chr1:1561344}3

g23.1

breakpoint2

chr1:156874831
86103 U

Coverage

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 128

LMNA
Tyrosine kinase receptor A trans—-membrane domain

NTRK1

Protein kinase domain

translocation deletion
duplication inversion



®
(o)}
ey

Coverage

chromosome 1

chromosome 1
q22 g23.1
(R CINEEED (R CIEEID
— — —
breakpointl

breakpoint2
chr1:15611527|4 cl|1r1:156874906

\ 2 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 6

LMNA

NTRK1
Tyrosine kinase receptor A trans—-membrane domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1
g22

(R RN LR D (IR

—

g23.1

breakpointl

breakpoint2
chr1:156130768
86103 !

ct|1r1:156874902

Coverage

\ 2 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 80

LMNA

NTRK1
Tyrosine kinase receptor A trans—-membrane domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

g23.1
(R TCHATERAN T TC RN R D (TR T R LT NA TRTD
— — —
breakpointl breakpoint2
chr1:156130773 chr1:156879999
86103 ! !
S | |
5 I :
3 1 [
() ] |
0 1 1

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

LMNA NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

q22 g23.1
(R S R LD U S R
— — —
breakpointl breakpoint2
chr1:156130773 chr1:156879122
86103 ! |
N : :
o i !
g : :
3 ) i
0 1 1

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

LMNA NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

g23.1
(R TCHATERAN T TC RN R D (TR T R LT NA TRTD
— — —
breakpointl breakpoint2
chr1:156130743 chr1:156875561
86103 ! !
S ' |
5 | :
3 1 1
O ! 1
0 1 1

Sl TTTIMNAL L -~ "NTRK1 PP
. ENST00000392302:7 -~~~ ~

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

LMNA NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1

g22

(R RN LR D

—

breakpointl

chr1:156130775
86103 U

Coverage

chromosome 1

g23.1

breakpoint2
cll1r1:156875576

@ 14 15 16 1>

translocation
duplication

deletion
inversion

o - } ENST00000392302:7

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

LMNA

NTRK1

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1



chromosome 1 chromosome 1

g22 g23.1

(R S AR LD U S R T
— — —
breakpointl breakpoint2

86103 Chr1:15611512|)0 ck|1r1:156874962

g

3

0

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

LMNA
Tyrosine kinase receptor A trans—membrane domain

NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

g23.1
R AR N_ T TC AR RN SR (TR T R LT NA TRTD
— — —
breakpointl breakpoint2
86103 chr1:15611527|4 cr|1r1:156879999
1 1
S 0 |
5 I :
3 1 [
O ! [
0 1 1

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

LMNA NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 6

chromosome 6
g22.33 g22.33
- o
breakpointl breakpoint2
chr6:128520259 chr6:127148648
11927 ! !
S
o
[
3
o
0

!
! 4
PTPRK \: RSPO3 .
ENST00000368207.7 b L7 ENST00000368317.3
l| T e L7 ’
=iy ighgya
| 3 kbp |

introns not to scale '

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 760
Discordant mates = 15

PTPRK RSPO3

Furin-like repeat, cysteine-rich

Spondin-like TSP1 domain

translocation deletion
duplication inversion



chromosome 6

chromosome 6
g22.33 g22.33
- o
breakpointl breakpoint2
chr6:128520259 chr6:127150426
11927 ! !
S
o
[
3
o
0

1
: rd
PTPRK o .-~ RSpPO3 .-~
ENST00000368207.7 DN -7 ENST00000368317.3
lI A N - -
3 - &
| 3 kbp |

introns not to scale '

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

PTPRK

RSPO3

Furin-like repeat, cysteine-rich

Spondin-like TSP1 domain

translocation deletion
duplication inversion



chromosome 6

q22.33

W S LR i

—

breakpointl

chr6:128491732
11927 ;

1
: et Tpeeed 2 feeed ]

Coverage

PTPRK el T
ENST00000392449.4 -7 T~

chromosome 6

q22.33

breakpoint2
cr|1r6:127148648

@ 1 15 16 4,

PTPRK

Furin—like repeat, cysteine-rich

1
P 3 B 4 B s »—)—)—)—)EI!
S e S |
,' K
- RSPO3 .-
- ENST00000368317.3 7
. P 4 PP s -)-)-)-)-EIl
S e S

| 900 bp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 15

RSPO3

Spondin-like TSP1 domain

deletion
inversion

translocation
duplication



chromosome 6

022.33

Wi R L R )

— —

breakpointl

chr6:128491732
11927 ;

Coverage

PTPRK el T
ENST00000392449.4 RS

chromosome 6

022.33

breakpoint2
cr|1r6:127195823

@ 14 15 16 7,

translocation deletion
duplication inversion

No protein domains retained in fusion.

1

AL WY AL W W\
3 A 4 P s »—)—)—)—)EI!
1

| 900 bp
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 9 chromosome 9
p21.3

p24.1

—_

breakpointl breakpoint2
Chr9:47409(|’>7 cll1r9:21971208

4559 1
(] 1
2 .
9] i
3 [
(§] 1
0 [
1
5 2 +(-E]
! 1
I\ _
AK3 TS~._ _ _CDKN2A
ENST00000381809.8 I" N _ - - "EN'ST00000498124.1
] S _--" RS -
N
\ 1 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase
SUPPORTING READ COUNT

Split reads = 194
Discordant mates =5

CDKNZ2A

AK3

translocation deletion
duplication inversion



chromosome 9 chromosome 9

p24.1 p21.3
breakpointl breakpoint2
chr9:4741972 chr9:21971208
4559 : :
(]
g | :
9] ! |
3 1 |
O 1 1
0 1 1
’_ ! 1 1
; e o el o -2 o : et ]
SR L | L | vy |
! . .
AK3 AN TTt--.__ ___CDKNZA ~
ENST00000359883.6 N -7  “ ENST0Q000498124.1
[l ,——"_— ‘~~‘~-‘
B o
. 800 bp |
1

introns not to scale

SUPPORTING READ COUNT

Split reads = 12

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 9 chromosome 9

p24.1 p21.3
—
breakpointl breakpoint2

chr9:474172|l ci|1r9:21971208
4559 | 1
(] 1 1
g ' '
5} ! !
3 1 |
O 1 )
0 1 1

1

1 ! 1
! ! il
\ RN -

AK3 " TS~._ _ CDKN2A
ENST00000611749.4 s _ _ - ENST00000498124.1
‘\ P el
2 s

1 kbp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads =5

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.2 gq25.2

breakpointl

breakpoint2
chr1:17802615|5

chr1:177968039
11149 ;

Coverage

10

CRYZL2P el Lt T e SEC16B. _ - --------"""""""7°
ENST00000476232.6 PR ENST00000308284.10-

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

1% Split reads = 191
242,0 Discordant mates = 11

SEC16B
Vesicle coat trafficking protein Sec16 mid-region

Sec23-binding domain of Sec16

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.2 gq25.2

breakpointl

breakpoint2
chr1:17802244}0

chr1:177968039
11149 ;

Coverage

10

CRYZL2P "“--__ _.-="TTTTreeeeeo SEC16B. - --------"""""""""
ENST00000476232.6 _ - -~ ~~~._

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

1% Split reads = 37
242,0 Discordant mates = 13

SEC16B
Vesicle coat trafficking protein Sec16 mid-region

Sec23-binding domain of Sec16

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.2 gq25.2

breakpointl

breakpoint2
chr1:1780081(|32

chr1:177968039
11149 ;

Coverage

10

1
1
1
1
1
1
1
1
1
1
]
1
1
L

CRYZLZP~~-__ __.--"" Tt SEC16B. . ---------""""""7°
ENST00000476232.§ PR

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

1% Split reads = 8
242,0 Discordant mates = 13

SEC16B
Vesicle coat trafficking protein Sec16 mid-region

Sec23-binding domain of Sec16

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.2 gq25.2

breakpointl

breakpoint2
chr1:1780244tl)4

chr1:177968039
11149 ;

Coverage

10

CRYZL2P  ““--__ -7 T SECI6B. . .- --------"""""""""
ENST00000476232.6 -7 T~

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

1% Split reads =3
242,0 Discordant mates = 11

SEC16B
Vesicle coat trafficking protein Sec16 mid-region

Sec23-binding domain of Sec16

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g25.2

g25.2

breakpointl

breakpoint2
chr1:17802615|5

chr1:177958975
11149 U

Coverage

10

CRYZL2P
ENST00000476232.6

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

SEC16B
Vesicle coat trafficking protein Sec16 mid-region

Sec23-binding domain of Sec16

translocation deletion
duplication inversion



11149

Coverage

chromosome 1

g25.2

breakpointl
chr1:1780376?4

10

CRYZL2P N
ENST00000476232.6

chromosome 1

gq25.2

breakpoint2
cr|1r1:177968039

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SEC16B

Vesicle coat trafficking protein Sec16 mid-region

translocation deletion
duplication inversion

Sec23-binding domain of Sec16

\ 3 kbp
introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 17

chromosome 8
p13.3

' (RN
— I/-/\\

breakpoint2
ct|1r17:106864

breakpointl
chr8:435707
2524 /

Coverage

10

T~ AC240565.1
_ _ ENST00000624936.2

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 146
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 8 chromosome 17

p23.3 p13.3

D

breakpointl breakpoint2
chr8:4314£|14 ct|1r17:106864

Coverage pn,
al

10

T~ AC240565.1
ENSTO0000350305-6 === === ==moo_ _ __ _ . ENST00000624936.2

\ 3 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

No protein domains retained in fusion. )
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 3

chromosome 17
q29

923.2

—_

breakpoint2
cr|1r3:198180755

breakpointl
chr17:6256012|6

3932 X X
o

2 ] |
9] ] |
3 1 1
(&) ) [
0 1 !

! 1

15
! |
--a -~ _ /‘ /’
“~~___~ TLK2“‘~~__§ , FAM157A 7
T ENST00000326270.13 TTe-ol 0 ENST00000634862.1 ,’
Tt N ’
15
\ 3 kbp |

introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 136
Discordant mates = 0

translocation deletion
duplication inversion



breakpointl
chr17:15503098
710 — !

Coverage n

0

chromosome 17 chromosome 17

p12 pl2

breakpoint2
ct|1r17:15440285

- CDRT4

T TENST00000619038.5

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 4

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17
p12 pl2

breakpoint2

breakpointl
chrl7:15545785 chrl7:15440285

4710 ! :
S 0 |
E 1 1
o 1 1
3 ! 1
(&) [ 1
0 f 1

1

TVP23C el _L-- i
ENST00000428082.6 T -~ e

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



breakpointl
chr17:15503098
710 — !

Coverage n

0

chromosome 17

p12

chromosome 17

pl2

translocation
duplication

deletion
inversion

breakpoint2
cI|1r17:15438200

=

_--CDRT4 ~

- - -~ 77 - ENST00000619038.5

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 17 chromosome 17

pl12 pl2
T —
breakpointl breakpoint2
chrl7:15516419 chrl7:15440285

3438 ! !
S 0 |
I | |
9] ! |
3 0 |
() 1 |
0 ! 1

1 1

H
H
IN
]

H

-

VP3G -7 T CDR¥4
ENST000005812735 ™ ~ ~ _ _ -

- ~

800 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



N
3
iy
o

Coverage

chromosome 17

pl2

breakpointl
chr17:155457§5

translocation
duplication

TVP23C

ENST00000428082.6 _--" RN

deletion
inversion

chromosome 17

pl2

o ----7 777> -ENST00000619038.5

breakpoint2
cI:nr17:15438200

1 kbp

RETAINED PROTEIN DOMAINS

TVP23C

Eukaryotic protein of unknown function (DUF846)

reading frame unclear

CDRT4
CMT1A duplicated region transcript 4 protein

introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 5 chromosome 5

ql3.2 gql3.2

breakpoint2
cI|1r5:71003857

breakpointl

chr5:69920867
5964 !

Coverage

b

1
\
\

\ GUSBP13
‘ENST00000506490.2

2 kbp |

introns not to scale

@ 1 15 16 4,

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 1

NAIP

Inhibitor of Apoptosis domain—

NACHT domain
NOD2 winged helix domain
NLRC4 helical domain-

translocation deletion
duplication inversion



Coverage

939

chromosome 17

chromosome 4

ql2 q26
breakpointl breakpoint2
Chr17:340390£|13 ck|1r4:118595912

1 1

[} I

[} I

[} [}

[} [}

I [}

1 1

! 1 ! 1
1

» 3
L : | B He - 8 10
a .
TLK2P1 AN 7 AC110079.1 o
ENST00000530992.1 R 4 ENST00000567913.2 R
h h 5
IENE! o EY e PN g o s Cing g Eleg 10
| 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 89

Genes are not protein—coding. Di dant mat 0
iscordant mates =

S b

AC110079.1

translocation deletion
duplication inversion



chromosome 20

q13.32

chromosome 20

q13.32

breakpointl

chr20:58673711
9642 !
% ]
IS )
[ ]
3 1
O 1
0 1

translocation deletion
duplication inversion

—_

breakpoint2
cI|1r20:58691724

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
|'SNARE domain

STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2
Cytosol aminopeptidase family, catalytic domain

NPEPL1 ,

ENST00000525817.5

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 1



chromosome 20 chromosome 20

gq13.32 gq13.32
— o
breakpointl breakpoint2
chr20:58671297 chr20:58691724

9642 ! :
() ] 1
g ' |
9] ] |
3 1 1
O 1 1
0 1 i

1

NPEPL1 L
ENST00000525817.5 ,

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0

STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2
Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 17 chromosome 17

ql2 gl2

breakpoint2
ct|1r17:35480195

breakpointl
chrl7:35522279
448 — !

Coverage
o
]

- -AGQ159119 - -~ e SLENIZL
ENST00000650652:2. _ _ EN

600 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 3

SIFN12L
Putative DNA-binding domain

«=== translocation deletion
duplication == inversion



chromosome 17 chromosome 17

ql2 ql2

breakpointl breakpoint2
chrl7:i§3§2227|9 Cf|1r17:35478185

Coverage

0

T -AC015911.9 -~ R ST SLFN12L
EN‘S:I'OOOOO‘650652~.2~ - ---" -- ENST00000675965.1

| 600 bp ,
introns not to scale

SUPPORTING READ COUNT

Genes are not protein—coding. gp"t redadst = Gt 0
iscordant mates =

translocation deletion
duplication inversion



chromosome 2 chromosome 2

Coverage

pl16.3 pl6.3
— —
breakpointl breakpoint2
chr2:48591855 chr2:48620851

593 ! !
1 1

1 1

) ]

) ]

) [}

0 1 [

GTF2A1L L7
ENST00000403751.8 L7
: (gt
\ 2 kbp |
1

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2

STON1 GTF2A1L
Transcription factor IIA, alpha/beta subunit

translocation deletion
duplication inversion



chromosome 2 chromosome 2

Coverage

pl16.3 pl6.3
f ) E )
breakpointl breakpoint2
chr2:48591855 chr2:48621167

593 ! !
1 1

1 1

) 1

) 1

) 1

0 1 1

e GTF2A1L .
e ENST00000403751.8 R
a i O R
[
| 2 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

STON1 GTF2A1L
Transcription factor IIA, alpha/beta subunit

translocation deletion
duplication inversion



chromosome 2 chromosome 2

Coverage

pl16.3 pl6.3
f ) E )
breakpointl breakpoint2
chr2:48582563 chr2:48621167
593 ! !
1 1
1 1
1 1
] 1
0 J ]
4 |
I GTF2A1L I
_______________ e ENST00000403751.8 R
: i T T
T R S e
\ 2 kbp |
' introns not to scale '
14 15 16
D Ty 1710
RETAINED PROTEIN DOMAINS
reading frame unclear
Adaptor complexes medium subunit family
SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 1
STON1 GTF2A1L

Transcription factor IIA, alpha/beta subunit

translocation deletion
duplication inversion



Coverage

593

chromosome 2

pl16.3

pl6.3

chromosome 2

@g@ﬂﬂmﬂm[mm

breakpointl
chr2:485825§3

breakpoint2
ct|1r2:48620851

i —

@ 1 15 16 4,

deletion
inversion

translocation
duplication

GTF2A1L )
ENST00000403751.8 L7

’
’

2 kbp

RETAINED PROTEIN DOMAINS

STON1

reading frame unclear

Adaptor complexes medium subunit family

GTF2A1L
Transcription factor IIA, alpha/beta subunit

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

ﬁmg@mmmmﬁlb

1

e G S R SR SR
5 f

1



Coverage

chromosome 2 chromosome 2

p16.3 pl6.3

— —

breakpointl breakpoint2

chr2:48530829 chr2:48669722
593 ! !

0

i aom el -
== -7 ENST_OQQDO403751.8

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

GTF2A1L
Transcription factor 1A, alpha/beta subunit

translocation deletion
duplication inversion



