Coverage &
N

o

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

SLC34A2

breakpoint2
cI:lr6:117329446

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi-cotransporter

4 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 3994
Discordant mates = 77



Coverage &
N

o

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

breakpoint2
cl:lr6:117324415

SLC34A2

ROS1

ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na-+/Pi-cotransporter

4 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 272
Discordant mates = 16



Coverage &
N

o

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

breakpoint2
cll1r6:117326414

SLC34A2

ROS1

ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi—cotransporter

4 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 16



Coverage &
N

o

chromosome 4

p15.2

breakpointl
chr4:256643:|30

T~ _SCC34A2_

ENST00000504570.5~ ~ _ _

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 6

q22.1

breakpoint2
cf|1r6:117321394

SLC34A2

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na-+/Pi—-cotransporter

ROS1
Protein kinase domain

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 4



Coverage &
N

o

chromosome 6

chromosome 4
g22.1

p15.2

breakpoint2

breakpointl
chr4:256643:|30 ct|1r6:117320030

) T - ROS1

~~\\$|;C3‘4A2~ N
ENST00000504570.5~ ~ _ _ e ENST00000368508.7

4 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi-cotransporter
SUPPORTING READ COUNT

Split reads =5
Discordant mates = 1

SLC34A2 ROS1
Protein kinase domain

translocation deletion
duplication inversion



Coverage &
N

0

p15.2

breakpointl
chr4:256643:|30

chromosome 4

To--_sic34A2_
ENSTO00000504570.5~ - _ _ ,

@ 14 15 16 7,

translocation
duplication

chromosome 6

q22.1

—

breakpoint2
cl?r6:117288802

deletion
inversion

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS

SLC34A2

reading frame unclear

|fNa+/Pi—cotransporter

ROS1

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 15

g21.1

chromosome 15

g21.2

breakpointl breakpoint2
chr15:522956}0 cr|1r15:48924949

8749

Coverage

MYO5C % TTe-ll_ __sHea
. _ - - -~ ENST00000332408.9

w .-

ENST00000261839.12
W - - o

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 1099
Discordant mates = 22

MYOS5C SHC4

Phosphotyrosine interaction domain (PTB/PID)

SH2 domain

translocation deletion
duplication inversion



8749

Coverage

chromosome 15 chromosome 15

g21.2 g21.1
breakpointl breakpoint2
cll1r15:48890811

chr15:5229561|.0

MYO5C * Ts-.__ __.-SHCA
ENST00000261839.12 ';\ --T ~ ENSTQ0000332408.9

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 11

MYO5C SHC4

Phosphotyrosine interaction domain (PTB/PID)

SH2 domain

translocation deletion
duplication inversion



chromosome 15

g21.1

chromosome 15

g21.2

breakpointl breakpoint2
chr15:52295621|.4 cr|1r15:48924949

8749

Coverage

MYO5C % TTe-ll_ __sHea
. _ - - -~ ENST00000332408.9

w .-

ENST00000261839.12
W - - o

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 22

MYO5C SHC4

Phosphotyrosine interaction domain (PTB/PID)

SH2 domain

translocation deletion
duplication inversion



chromosome 15 chromosome 15

g21.2 g21.1
breakpointl breakpoint2
chr15:52295610 chr15:48872142
8749 : :
g) [ |
¢ | |
5} 1 !
3 1 |
O [ |
0 [ 1

¥ Ts~.__ __.--SHca

MYOSC \ -
ENST00000261839.12 ‘;\ - - ENST00000332408.9
Wo_--"" \\‘~§_
B me e |
[ I
\ 4 kbp |

' introns not to scale

k)
2 v RETAINED PROTEIN DOMAINS
=\a reading frame unclear

=<

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1

MYO5C SHC4

Phosphotyrosine interaction domain (PTB/PID)

SH2 domain

translocation deletion
duplication inversion



19422

Coverage

p13.3

@ 1 15 16 4,

translocation
duplication

chromosome 2

chromosome 2

deletion
inversion

ANTXR1

ENST00000409349.7

p24.3
— D
breakpointl breakpoint2

chr2:691702$|39

cf|1r2:14616428

K AC011897.1
. ENST00000450715.5

1 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

ANTXR1

|fAnthrax receptor extracellular domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 632
Discordant mates = 17



chromosome 2 chromosome 2

p13.3 p24.3
— D
breakpointl breakpoint2
chr2:69170289 chr2:14629987

19422 ! !
S | |
¢ | |
5} ] !
3 I 1
O 1 1
0 1 1

1

.. ANTXR1 e AC0118974" "
AN ENST00000409349.7 RN _ ENST00000450715.5

\ 1 kbp
introns not to scale

14 15 16,
D 7
LA RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2

ANTXR1

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p13.3 p24.3
— D
breakpointl breakpoint2
chr2:69170289 chr2:14628603
19422 U U

Coverage

.. ANTXR1 T .- AC011897.1 -~
Sso ENST00000409349.7 > -7 ENSTOOOOO4§0715.5

~ -’
~

\ 1 kbp
introns not to scale

14 15 16,
D 7
LA RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 3

ANTXR1

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p13.3 p24.3
— D
breakpointl breakpoint2
chr2:69044813 chr2:14616428

19422 ! :
S ' |
o ' !
[ ! |
3 1 |
O ) |
0 1 [

1

AC011897.1
ENST00000450715.5

\ 1 kbp

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ANTXR1

translocation deletion
duplication inversion



chromosome 10

q21.2

44253

Coverage

CCDC6
ENST00000263102.7

@ 14 15 16 7,

translocation deletion
duplication inversion

breakpointl
chr10:5990612|2

chromosome 10

ql1.21

_

breakpoint2

-7 RET

20

ck|1r10:43116584

- ENST00000355710.8 _ _---~

20

3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

|fUncharacterized conserved protein H4 (DUF2046)

CCDC6 RET
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 537
Discordant mates = 20



chromosome 20

translocation
duplication

- = ----PANK2 !

7 - HAHE

1
)
7

- I FF ’

ENSTO00003T6562:9= =~ - - _ _ _ )

IH
=N 3.

PANK2

H

chromosome 20

p13

pl3
— —
breakpointl breakpoint2
chr20:3889728 chr20:3854558

14771 : :
S ' |
o ! J
o | |
3 1 1
O | 1
0 1 i

1

7
:
4
/7
MAVS g
ENST00000428216.4 ,
//
7

RETAINED PROTEIN DOMAINS
reading frame unclear

MAVS

Caspase recruitment domain

deletion
inversion

5 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 3



Coverage =
bl

chromosome 20

chromosome 20

pl3 p13
— —
breakpointl breakpoint2
%2r20:388972|8 cr|1r20:3857635
I
1
I
)
0 1
1 1
INE
1 2 134590 7 7
lj I I I il !
1 1
|~~ 'l_ , 1
“““ TTSSssooPANK2 MAVS
ENST00000316562-9= = ~ ’ ENST00000428216.4 L7

-l --- ’

IH
| )
> ]
O

RETAINED PROTEIN DOMAINS
reading frame unclear

PANK?2 MAVS

Caspase recruitment domain

translocation deletion
duplication inversion

\ 5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



Coverage =
bl

0

chromosome 20

pl3

breakpointl

chr20:3889728
71 !

translocation
duplication

ENSTO00000

deletion
inversion

chromosome 20

No protein domains retained in fusion.

\ 5 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

p13
—
breakpoint2
cr|1r20:3861332
1
7
J I
o7 MAVS e
e ENST00000428216.4 .7



Coverage =
bl

chromosome 20

chromosome 20

pl3 p13
— —
breakpointl breakpoint2
%2r20:388972|8 cl:nr20:3862254
I
1
I
)
0 1
1 1
INE
1 2 134590 7 7
lj I I I il .
1 1
|~~ 'l_ ) 1
----- TTISssso - PANK2 MAVS
ENST00000316562-9= = ~ .7 ENST00000428216.4 -7

SIS --a P

deletion
inversion

translocation
duplication

No protein domains retained in fusion.

\ 5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 10 chromosome 10

pl2.1 pl4
— — T
breakpointl breakpoint2
chr10:28535757 chr10:7285954
1111 ! !
S | |
o ! !
[ ! |
3 1 |
O ! |
0 1 1

\ 3 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 2

WAC FMBT2
mbt repeat

SLED domain-

mbt repeat

SLED domain-

translocation deletion SAM domain (Sterile alpha motif)-
duplication inversion




chromosome 10

chromosome 10
pl2.1 pl4
) — T
breakpointl breakpoint2
chr10:28536059 chr10:7285954
1111 ! !
S
o
[
3
o
0

\ 3 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
WAC FMBT2
mbt repeat
SLED domain-
mbt repeat
SLED domain-
translocation deletion SAM domain (Sterile alpha motif)-
duplication inversion



chromosome 10 chromosome 10

pl2.1 pl4
— - T
breakpointl breakpoint2
chr10:28535757 chrl0:7227937

1111 : :
S | |
E ] 1
[ ! |
3 1 |
O ! 1
0 1 1

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
WAC SFMBT2

mbt repeat—

SLED domain-

mbt repeat
SLED domain-
translocation deletion

S . - SAM domain (Sterile alpha motif)—
duplication inversion



chromosome 10 chromosome 10

pl2.1 pl4
— — T
breakpointl breakpoint2
chr10:28535757 chr10:7248649
1111 : :
S | |
o ! !
[ ! |
3 1 |
O ! |
0 1 1

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
WAC SFMBT2
mbt repeat
SLED domain-
mbt repeat
SLED domain-
translocation deletion

S . - SAM domain (Sterile alpha motif)—
duplication inversion



chromosome 10 chromosome 10

q25.2 g25.2
o
breakpointl breakpoint2
chr10:113040126 chr10:112888735

14391 ! :
S 0 |
o 1 !
[ 1 |
3 ) |
O | |
0 1 1
1

__________ K AL158212.1
ENSTO0000629706.2 T T T = =--o___ ’ ENST00000428766.2 ,'

\ 1 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 3

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

q25.2 g25.2

breakpointl

breakpoint2
chr10:11304012|6

chr10:112905977
14391 ;

Coverage

____________________ AL158212:1
""" ENST00000629706.2 Tl _ ENST00000428766.2

\ 1 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2
D)
breakpointl breakpoint2

chr10:113089540 chr10:112888735
14391 ! :
S 0 |
o J !
o | |
3 ! |
O | |
0 1 1
1

5 | BEeE

/
____________ / AL158212.1/
ENSTO00005426955 T T T me=--o___ / ENST00000428766.2
’
’

\ 2 kbp

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 3

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

q25.2 g25.2
B
breakpointl breakpoint2
chr10:113040126 chr10:112890966
14391 ! !

Coverage

-

TOFTE2- - - ____ _.7AL158212.1 -
ENSTO0000629706.2 T T o= --o___ Pid ENSTOOOOO4;8766.2

-,

\ 1 kbp

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2
o
breakpointl breakpoint2
chr10:112951607 chr10:112888735

14391 i :
(]

g i :

[ ! |

3 | |

O ! |

0 1 1

1

. ;! AL158212.1
ENST00000629706.2 _ _ _ _ =~ T T T-----_ / ENST00000428766.2,

\ 1 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2

breakpointl
chr10:11308954}0

breakpoint2

chr10:112905977
14391 ;

Coverage

5 |
________________ AL15821271
____________ E’N,S,’I',('J0000428766.2

-

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2

breakpointl
chr10:11308954}0

breakpoint2

chr10:112890966
14391 !

Coverage

5 | BEeE

’

________ TORM2- -  AL158212.17
________ JENST00000428766.2

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

TCF7L2

translocation deletion
duplication inversion



chromosome 17

chromosome 11

pl1.2 pl1.2
breakpointl breakpoint2
chr17:19343790 chr11:44600158
5864 ! |
] 1
g |
[ [}
3 [
O [
0 [
1
10
! :
TTBwDE-.. -7 P CD82 PP
ENST00000261499710 ~ ==~ _ _ _ .- ENST00000227155.9 -7
[ PHH {3 el s T, 8 e z
1 kbp |
1

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Ciliary basal body—associated, B9 protein

B9D1 CD82
Tetraspanin family

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 102
Discordant mates =5



chromosome 17

pl1.2

breakpointl

chrl7:19347269
5864 :
g) ]
E 1
[ [}
3 [
O [
0 [

BOD1 T~ _

translocation deletion
duplication inversion

chromosome 11

pl1.2

breakpoint2
cll1r11:44600158

CD82

ENST00000227155.9

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Ciliary basal body—associated, B9 protein

BOD1

CD82
Tetraspanin family

10

10

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2



chromosome 17

pl1.2

breakpointl
chr17:193472§9

5864

Coverage

translocation deletion
duplication inversion

chromosome 11

pl1.2

breakpoint2

cf|1r11:44605058

ENST00000227155.9

10

10

RETAINED PROTEIN DOMAINS

reading frame unclear

|'Ciliary basal body—associated, B9 protein

BOD1

CD82
Tetraspanin family

1 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1



8581

Coverage

p13.3

chromosome 16

chromosome 16

breakpointl
chr16:489526|31

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

PPL SEC14L5

PRELI-like family
CRAL/TRIO, N-terminal domain
CRAL/TRIO domain

p13.3
— —
breakpoint2
ck|1r16:4987557
1
16
! |
o SEC14L5 o
S~ . ENST00000251170.12 e
16
\ 4 kbp |
1

introns not to scale

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 7



8581

Coverage

p13.3

chromosome 16

chromosome 16

p13.3

—

breakpointl
chr16:489526|31

translocation
duplication

deletion
inversion

breakpoint2
ck|1r16:4988149

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SEC14L5

PPL
PRELI-like family

CRAL/TRIO, N—-terminal domain
CRAL/TRIO domain

16

SEC14L5

ENST00000251170.12 .

16

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

chromosome 16
pl3.3 p13.3
— —
breakpointl breakpoint2
chr16:4936984 chr16:4988149
8581 ! !

> |
E 1
2 :
(§] 1
0 [

1

16
! ;
PPL Y SEC14L5
- ENST00000251170.12 e

ENST00000590782.6

16

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

PPL SEC14L5

PRELI-like family

CRAL/TRIO, N-terminal domain
CRAL/TRIO domain

translocation deletion
duplication inversion



chromosome 6 chromosome 6

ql4.3 ql4.3

breakpointl

breakpoint2
chr6:8563696|7

chr6:85574378
35499 !

Coverage

]
[0 04k s HiT s Hsifaaate o]
[ \

I.\ -
~ . -

SYNCRIP RN -
ENST00000369622.8

\ 3 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 93
Discordant mates =5

SYNCRIP NX14
PXA domain—
Regulator of G protein signaling domain

PX domain
Regulator of G protein signaling domain-

translocation deletion Sorting nexin C terminal
duplication inversion




chromosome 6 chromosome 6

ql4.3 ql4.3
JE—
breakpointl breakpoint2
chrgﬁ%ngS?rz cr|1r6:85574378
1 1
& | :
9] ! 1
3 | 1
O | 1
0 ! 1
1

IRREE SYNCRIP _ -~~~
_ ENSTOGOOU4AT427‘2.-2— -

2 kbp
introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 6

SYNCRIP SNX14
PXA domain—
Regulator of G protein signaling domain
PX domain

Regulator of G protein signaling domain-

translocation deletion Sorting nexin C terminal
duplication inversion




chromosome 6

ql4.3

breakpointl

chr6:85640221
35499 !

Coverage

chromosome 6

ql4.3

—

breakpoint2
cr|1r6:85574378

SYNCRIP
ENST00000369622.8

@ 14 15 16 7,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

SYNCRIP NX14
PXA domain—
Regulator of G protein signaling domain

PX domain
Regulator of G protein signaling domain-

Sorting nexin C terminal

3 kbp

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 6 chromosome 6

ql4.3 ql4.3

breakpointl

breakpoint2
chr6:8563696|7

chr6:85572374
35499 !

Coverage

]
[0 04k s HiT s Hsifaaate o]
[ \

I.\ -
~ . -

SYNCRIP RN -
ENST00000369622.8

\ 3 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
SYNCRIP SNX14
PXA domain
main

Regulator of G protein signaling domain
PX do
Regulator of G protein signaling domain-

translocation deletion Sorting nexin C terminal
duplication inversion




chromosome 22 chromosome 22

ql3.2 gl3.2
breakpointl breakpoint2
chr22:41943610 chr22:42912157

9980 ! !
S ' |
E [} 1
[ [ |
3 | 1
O ! |
0 | 1
1

CENPM--__ __--""" T PACSIN2
ENST0000021598046° ~~~-___ ___-----"""% ENST00000402220.5 _ _ _ _ _
- T-- e i P
w Bhss s B Bsasn S bn 5
S S S
\ 1 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Centromere protein M (CENP-M)
[ SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 7

CENPM PACSIN2

Fes/CIP4, and EFC/F-BAR homology domain
SH3 domain

translocation deletion
duplication inversion



chromosome 22 chromosome 22

ql3.2 gl3.2
breakpointl breakpoint2
chr22:41945225 chr22:42912157

9980 : !
S ! |
I | |
o 1 1
3 | 1
O ! |
0 | 1
1

| | 1 1 ]
o Jeeefeferdilecdsleadibednl T Lo Jeeefe e e e e s e el e e
. B B [ !
1 0 1

L -

CENPM ~“~~___ __--" T PACSIN2
ENST00000215980.10 _--~"~~.__ o -----"""% ENST00000402229.5

-~ S, === T T -
g i i e B e e s e i e B i F S e
[ S S

1 kbp |
introns not to scale

U

RS 1 15 16 4,

Y
s\V\?’ RETAINED PROTEIN DOMAINS
reading frame unclear

Centromere protein M (CENP-M)
[ SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1

CENPM PACSIN2

Fes/CIP4, and EFC/F-BAR homology domain
SH3 domain

translocation deletion
duplication inversion



Coverage

514

chromosome 18

g21.1

breakpointl
chr18:4625382|3

ENST08000615052.5™ ~ = ~ -

translocation
duplication

C186tf25- _ _

deletion
inversion

chromosome 18

qll.1
—
breakpoint2
cl|1r18:21366027
1
1
1
1
1
1
: 1
33
; |
’ , 4
et GREBI1L K
ENST00000424526.6 )
7’
33

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

E3 ubiquitin—protein ligase Arkadia N-terminus
lr SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 4

C18orf25 GREB1L
GREB1 N-terminal region



chromosome 18

chromosome 18
g21.1 gll.l
breakpointl breakpoint2
chr18:46253823 chr18:21383510
3514 ! '
S
]
[
3
o
0
1
5 | 33
! :
_ Cl8arfes- . GREBLL
ENSTD0000615052.5 ™~~~ _ _ L’ ENST00000424526.6 .

=< .
3 ) 230242926 331932 33

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

E3 ubiquitin—protein ligase Arkadia N-terminus
lr SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2

GREB1L
GREB1 N-terminal region

C18orf25

translocation deletion
duplication inversion



Coverage
al

0

chromosome 18

g21.1

breakpointl
chr18:462165£|)5

chromosome 18

qlil

"= -~ I C18025
ENSTO0000645052.5 ~ - - _

translocation
duplication

deletion
inversion

breakpoint2
ct|1r18:21401150

GREB1L
ENST00000424526.6

RETAINED PROTEIN DOMAINS
reading frame unclear

l'E3 ubiquitin—protein ligase Arkadia N-terminus

33

33

4 kbp |

C18orf25

GREB1L
GREB1 N-terminal region

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 18

Coverage

chromosome 18
g21.1 gqlll
breakpointl breakpoint2
514 chr18:4625382|3 cr|1r18:21439521
0
1
5 | 33
! :
_ Cl8dif25- . T GREBIL e
ENSTD0000615052.5 ™~~~ _ _ P ENST00000424526.6 -

33

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

E3 ubiquitin—protein ligase Arkadia N-terminus
lr SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

GREB1L
GREB1 N-terminal region

C18orf25

translocation deletion
duplication inversion



Coverage
al

0

chromosome 18

g21.1

breakpointl
chr18:462165£|)5

-~ - C18or25 _
ENST00000645052.5

translocation deletion
duplication inversion

chromosome 18

qlil

—_—

breakpoint2
cI|1r18:21383510

)
7’
. GREB1L
ENST00000424526.6

RETAINED PROTEIN DOMAINS
reading frame unclear

l'E3 ubiquitin—protein ligase Arkadia N-terminus

33

33

4 kbp |

GREB1L
GREB1 N-terminal region

C18orf25

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



16046

Coverage

chromosome 16

CHMP1A

q24.3

breakpointl
chr16:8965755|32

ENST00000535997.7

translocation
duplication

deletion
inversion

chromosome 16

q24.3

CHMP1A

breakpoint2
c||1r16:89752222

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



chromosome 16

q24.3
breakpointl
chr16:89657582
16046 :
g’ |
E 1
[ [}
3 [
(§] 1
0 [

chromosome 16

q24.3

breakpoint2
ct|1r16:89749902

CHMP1A
ENST00000535997.7

translocation deletion
duplication inversion

CHMP1A

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0



16046

Coverage

chromosome 16

CHMP1A

q24.3

breakpointl
chr16:8965755|32

ENST00000535997.7

translocation
duplication

deletion
inversion

chromosome 16

q24.3

-

CHMP1A

breakpoint2
c||1r16:89748767

FANCA
ENST00000389301.8

RETAINED PROTEIN DOMAINS
reading frame unclear

FANCA
Fanconi anaemia group A protein

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 16
g24.3

breakpointl
chr16:89758577
7365 !

Coverage

translocation deletion
duplication inversion

chromosome 16
q24.3

(DD

breakpoint2
cl;nr16:89689252

4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 2



chromosome 16
g24.3

breakpointl
chr16:89758577
7365 !

Coverage

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

chromosome 16
q24.3

DD

breakpoint2
cr|1r16:89690553

4 kbp |

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1



chromosome 16
g24.3

breakpointl
chr16:89761949
7365 !

Coverage

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

chromosome 16
q24.3

DD

breakpoint2
cr|1r16:89690553

4 kbp |

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 16

g24.3

chromosome 16
q24.3

breakpointl

chr16:89758577
7365 !
S |
E 1
[ 1
3 \
(§] 1
0 [

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

_ (iR

breakpoint2
cr|1r16:89687589

_______________ ,/ Ccbkio

. ENST00000512912.5
4 7/

3 kbp |

CDK10

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 16
g24.3

breakpointl
chr16:89761949
7365 !

Coverage

translocation deletion
duplication inversion

chromosome 16
q24.3

(DD

breakpoint2
cl;nr16:89689252

4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

FANCA

CDK10

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



Coverage o

116

chromosome 6
q24.2

W R L

—

breakpointl
chr6:1434592:}6

@ 14 15 16 7,

deletion
inversion

translocation
duplication

|'Peroxin—3

RETAINED PROTEIN DOMAINS
reading frame unclear

chromosome 6
q24.2

AlIG1

PEX3
FAR-17a/AlG1-like protein

breakpoint2
cr|1r6:l43333282

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0



chromosome 17

q23.2
(DI (TR
—
breakpointl
chrl7:62560126
5041 :
g’ |
I ]
2 I
o )
0 1
1
23 | 16
1
1

T T ENST00000326270.13

translocation deletion
duplication inversion

AL669831.1

p36.33

chromosome 1

No protein domains retained in fusion.

- e

—

breakpoint2
ck|1r1:774280

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0



chromosome 19 chromosome 11

q13.31 ql4.1

breakpointl breakpoint2
ck|1r11:78280901

chr19:44213244
332

Coverage pn»

1 ! | 1
. | _ .
1 1

0

L]

ST ZNE227
ENSTO00000313040712 - -

2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 3

GAB2

PH domain

translocation deletion
duplication inversion



chromosome 19 chromosome 11

q13.31 qla.l
N
breakpointl breakpoint2
chr19:44213244 chr11:78364103

2332 : :
g, 1 ‘ 1
@ | |
o 1
5,0 A& B o

\ 1 1

2 | 3] 4 5 - 4 3 g 1 |

: ! . l

T RRRIIIIioaa o ZNF227 ... eAB2
ENSTO0000313040:42 - == ===~~~ - ---_______ _ . - -~ ENSTQ0000530915.1

- - - -
<

“

1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

GAB2
PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3

«=== translocation deletion
duplication == inversion



chromosome 15 chromosome 15

ql5.1 gl2
breakpointl breakpoint2
chr15:41713496 chrl5:26621534

14397 ! !
S 0 1
o ! !
[ ! |
% [P L T LTYT™Y '
o 0 _ \ ‘ ‘ ol s M n o ql s 4N

1

24 [ 9 544160
X '

~~.__ GABRB3- "~
__ - - - ENST00600311550.10

\ 5 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain
SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 2

MGA GABRB3
Neurotransmitter—gated ion—channel ligand binding domain

Neurotransmitter—gated ion—channel transmembrane region

«=== translocation deletion
duplication == inversion



chromosome 15 chromosome 15

ql5.1 gl2
breakpointl breakpoint2
chr15:41713496 chrl5:26642528
14397 ! !
(] ] I
o ! !
[ ! |
AN T TP Yool [IYTYT™ '
o 0 . \ ‘ ' ‘ an e wm a4 A : "I BN
1

1

2 | 0 o ber
1
1

MGA - ----_____ TT---___ GABRB3 -~
......... B ENSTD0000622697.4

10

\ 5 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

MGA GABRB3
Neurotransmitter—gated ion—channel ligand binding domain

Neurotransmitter—gated ion—channel transmembrane region

«=== translocation deletion
duplication inversion



chromosome 15 chromosome 15

ql5.1 gl2

I

76 €15/ 4 H3r L

\ I
I

N
breakpointl breakpoint2
chr15:41713496 chr15:26625534
14397 ! !
S 0 |
o ! !
[ ! |
A WP 1 T YY" '
© o AN ™ :
1

~ 4‘

"~ . GABRE3
_ENST(00000556166.2

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2

MGA

«=== translocation deletion
duplication == inversion



chromosome 11

ql3.5

—

breakpointl

chr11:76380748
6138 :
g, [
IS 1
[ [}
3 [
O [
0 1

THAP12 "
ENST00000260045.8 i
!

translocation deletion
duplication inversion

—_—

THAP domain

THAP12

breakpoint2
cr|1r9:32405485

ACO1

ENST00000379923.5

RETAINED PROTEIN DOMAINS
reading frame unclear

Aconitase family (aconitate hydratase)

ACO1

Aconitase C—terminal domain

chromosome 9

p21.1

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0



chromosome 22 chromosome 12

ql3.2 ql4.3
. J—
breakpointl breakpoint2
chr22:41680244 chr12:66129113

23451 : :

S ) 1

IS 1

2 :
o

© 0 [ L e — AN

1

1 1
s l 3
'. o f
CSNUL3 -l - —--mTT TTTeeelll-- EE

~ “ENST00000446587.2

| 700 bp
introns not to scale

<
< o 14 15 16 5,
> M|

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1

SNU13 LLPH

Learning—associated protein

«=== translocation deletion
duplication inversion



chromosome 5 chromosome 8
g21.3 pl1.21

—_  —

breakpoint2
ck|1r8:42290156

breakpointl
chr5:10767048|9

6814

Coverage

EFNAS N - IKBKB -
ENST00000333274.11

3 kbp

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin
SUPPORTING READ COUNT
Split reads = 42
Discordant mates = 0
EFNAS IKBKB

Protein kinase domain
IQBAL scaffold dimerization domain

|I-kappa—-kinase—beta NEMO binding domain

translocation deletion
duplication inversion



chromosome 8

chromosome 5
g21.3 pl1.21
— —
breakpointl breakpoint2
chr5:107670489 chr8:42272083
6814 ] !
S '
] |
5] i
3 [
(§] [}
0 1

EFNAS5 < ’ IKBKB ,
ENST00000333274.11

3 kbp

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin
SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 2
EFNA5 IKBKB

Protein kinase domain
IQBAL scaffold dimerization domain

I-kappa-kinase—beta NEMO binding domain

translocation deletion
duplication inversion



chromosome 8

chromosome 5
g21.3 pl1.21
— —
breakpointl breakpoint2
chr5:107670489 chr8:42288634

6814 ] !
S '
] |
§ [
o 1
O [
0 1

EFNAS5 IKBKB
ENST00000333274.11

3 kbp

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 2
EFNA5 IKBKB

Protein kinase domain
IQBAL scaffold dimerization domain

|I-kappa—-kinase—beta NEMO binding domain

translocation deletion
duplication inversion



36225

Coverage

chromosome 11

pli.2

AREED

breakpointl
chr11:4638118|3

S e

Te- L ITMBK L
ENSTO00000405308.6~ ~ - - _

@ 14 15 16 7,

translocation deletion
duplication inversion

e e e e S e T e o i

chromosome 11

pl11.2

breakpoint2
cr|1r11:46309989

.- CREB3L1 _ --
- ENST00000621158.5 -7

1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0

CREB3L1
bZIP transcription factor



22

w
Coverage &

o

chromosome 11

pli.2

breakpointl

1
1
L

chr%l:4638128|8

B Va0’

ENST000003598(B.7~ ~ - _ _

@ 14 15 16 7,

translocation
duplication

chromosome 11

pl11.2

breakpoint2
cI?r11:46309989

1
o ) SO NS
1

deletion
inversion

-7 CREB3L1 -
-7 ENST00000621158.5 -

ool s e brtlsrgiorlebstions ol

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

CREB3L1

bZIP transcription factor



chromosome X chromosome X

q26.1 q26.1
— . -
breakpointl breakpoint2

chrX:129841779 chrX:129929895
6875 ! !
] 1 I
g | '
9] i |
3 [ |
(@] [ 1
0 [ 1
1

| . |
E OISO RS S B N P I s By :
| . |
1

ZDHHC9 Tt TT- .. ALQ34405T
ENST00000371064.7 PR - EN T08000660217.1

4 RN --- =~

H
N

%
w

1 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 26

No protein domains retained in fusion. )
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 11

chromosome 11

gl3.2

breakpoint2
cll1r11:66821643

2 kbp |

ql3.4
— —
breakpointl
chr11:72828508

4352 |
(] 1
g |
5} )
3 1
(§] I
0 1

\

4

RN ATG16L2 DT -

ol ENST00000321297.10 RN -7
I
I
8 AD 14 15 16 171
yalmL ] S RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G-beta repeat

ATG16L2 C11orf80
Domain of unknown function (DUF4554)

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 22 chromosome 22
ql3.2

ql1.21

breakpointl breakpoint2
chr22:176962:l|.0 ct|1r22:41129890

5731 X
] 1
g |
5] )
3 1
o
O 1
0 1
1
TUNEN ;
P |
" -
TTo--__BCR213 EP300
ENSTO0D00317582.10™ ~ - - _ _ -7 ENST00000263253.9 -

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl-2 family
SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 4

BCL2L13 EP300

TAZ zinc finger
KIX domain

Bromodomain

CREB-binding protein/p300, atypical RING domain-
Histone acetylation protein—

translocation deletion
duplication inversion o
Zinc finger, ZZ type-

TAZ zinc finger-




Coverage
N

chromosome 22

gll.21

breakpointl
chr22:17689142

31 !

1

1

:

)

0 1

translocation
duplication

chromosome 22

ql3.2

-~ BCtaLis. .-
ENSTO0D00817582.10" ~ ~ - _ _

BCL2L13
TAZ zinc finger
KIX domain

CREB-binding protein/p300, atypical RING domain-

deletion
inversion

breakpoint2
ct|1r22:41129890

EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl-2 family

. g

EP300

Bromodomain

Histone acetylation protein—

Zinc finger, ZZ type-

TAZ zinc finger-

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 1



Coverage
N

chromosome 22 chromosome 22

qll.21 ql3.2
breakpointl breakpoint2
1chr22:1768914|f2 ct|1r22:41135813
: :
1 1
) [}
) 1
) 1
0 1 1
1
SNAR
e 7 |
3 :
CTt-- T BotaLis. .- EP300 T

ENST00000317582.107 = ~ _ _ _

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

{Apoptoss regulator proteins, Bcl-2 family

BCL2L13
KIX domain

EP300

Bromodomain
CREB-binding protein/p300, atypical RING domain

Histone acetylation protein—

translocation deletion Zinc finger, ZZ type-
duplication inversion

TAZ zinc finger-
Creb binding-




chromosome 22 chromosome 22

gqll.21 ql3.2
breakpointl breakpoint2
chr72321:1765581|’>2 ct|1r22:41129890

Coverage

SS::BGL2L13 .- EP300 .-
ENST00000317582:49 -

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

BCL2L13 EP300
TAZ zinc finger
KIX domain

Bromodomain
CREB-binding protein/p300, atypical RING domain-

translocation deletion
duplication inversion

Histone acetylation protein—

Zinc finger, ZZ type-

TAZ zinc finger-



chromosome 2 chromosome 2

p24.3 p24.3
— —
breakpointl breakpoint2

chr2:1560731|3

chr2:14890795
65960 U

Coverage

\ 2 kbp
introns not to scale

14 15 16,
D ‘ 7
LY RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2

DDX1

translocation deletion
duplication inversion



65960

Coverage

p24.3

chromosome 2

p24.3

chromosome 2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpointl
chr2:1560731|3

— —
breakpoint2

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

DDX1

ci|1r2:l4890653

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 2 chromosome 2

p24.3 p24.3
— —
breakpointl breakpoint2
chr2:15607313 chr2:14886754
65960 ! !

Coverage

___________ ',
./ AC068286.1
,,” ENST00000416173.1

\ 2 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

DDX1

translocation deletion
duplication inversion



65960

Coverage

p24.3

chromosome 2

p24.3

chromosome 2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpointl
chr2:1560731|3

— —
breakpoint2

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
SPRY domain

DDX1

cf|1r2:l4890650

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 17 chromosome 17

q21.33

N -- =

N - =~ o

\ 4 kbp
introns not to scale

g21.33
— —
breakpointl breakpoint2
chrl7:51120354 chrl7:51201696
10028 ! !
(] [}
g |
[ [}
3 [
O [
0 [
1
| 17
| |
SPAGY \ el
ENST00000357122.8 IT\ _---"7 7=~ _ ENST00000586178.6
1

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2

SPAG9 MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17 chromosome 17

q21.33

q21.33
- —
breakpointl breakpoint2
chrl7:51120354 chr17:51193016
10028 ! !
] I
Q .
[ [}
3 [
(§] 1
0 [
1
| 17
| |
L : I\ - _ -
SPAGY . I MBTD1
ENST00000357122.8 .T\ PP ENST00000586178.6

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

SPAGY MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17

q21.33

chromosome 17

q21.33

_

breakpointl

chr17:51120354
10028 ;

Coverage

breakpoint2
ct|1r17:51195361

1
| 17
|
1

SPAG9 N
ENST00000357122.8

- _ ENST00000586178.6

=

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK-associated protein—1

SPAG9 MBTD1
mbt repeat

translocation deletion
duplication inversion

\ 4 kbp
introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2



chromosome 17 chromosome 17

q21.33

g21.33
— —
breakpointl breakpoint2
chrl7:51120354 chrl7:51202077
10028 ! !

Coverage

1
| 17
|
1

1
l
SPAGY ‘G -
. .
ENST00000357122.8 (RN - ~ =~ - ENST00000586178.6
I =~ -
1

N

N -7 - -
T i 7
\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2

SPAGY MBTD1

mbt repeat

translocation deletion
duplication inversion



1812

Coverage

chromosome 14

g21.1

breakpointl
Chr14:3742294|f9

translocation
duplication

chromosome 14

g21.1

—_  —

breakpoint2
cll1rl4:37680151

13

N MIPOLT™ =~ - - _
~ T ENST00000537471.5

deletion
inversion

4 TTC6

4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

MIPOL1 TTC6
Tetratricopeptide repeat
Tetratricopeptide repeat
Tetratricopeptide repeat
Tetratricopeptide repeat—
Tetratricopeptide repeat——

introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 3



chromosome 1 chromosome 1

g25.1 g25.1
(R TR HTCARN R SR (RSSO Y,
— — ——
breakpointl breakpoint2
chr1:175023364 chr1:175406777
4449 ! !
2 : :
| |
3 [ 1
O ! 1
0 f 1
1
3
MRPS14

ENST00000476371.1

2 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0

MRPS14 NR
Tenascin EGF domain
EGF-like domain

Fibronectin type Il domain
Fibrinogen beta and gamma chains, C-terminal globular domain-

translocation deletion
duplication inversion



chromosome 4 chromosome 3

g21.21 (26.31
breakpointl breakpoint2
chr4:79984819 chr3:172514998
5395 ! !
> ! |
] [ |
o [ |
8 | 1
O ! 1
0 f 1
1 1
1| | 5
| |
e | Iy - o
NG Tt INFSFHO T
ENST00000681115,1 - - - =~ ~ Tl __ .- - - "ENST00000241261.7
5
| 2 kbp |
1

introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 4 chromosome 3

g21.21 (26.31
breakpointl breakpoint2
chr4:80008521 chr3:172514998

5395 ! !
S 0 |
¢ ! |
9] [ |
3 ! 1
(&) | |
0 f 1

1 1

1| | 5

| |

S | Iy - s
ANTXR2™ " ==--_____ -7 777 CTTeeo o TNESFIO T
ENST00000681115.1 _ - --~~" "~ “==--____ __ .- - - "ENST00000241261.7
5

| 2 kbp |
1

introns not to scale

14 15 16,
D 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
|fAnthra>< receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 3

chromosome 4
g26.31

g21.21

breakpoint2

breakpointl
chr4:799848:l|.9 cI|1r3:172523453

5395

1
i
4 3 2 1
' 1
1
4

Coverage

\‘~~-,_\_T[\|ESE1-O——"
- ENST00000241261.7

2 kbp |

' introns not to scale

@ 1 15 16 4,

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain
Anthrax receptor extracellular domain
[ SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

ANTXR2 TNFSF10
TNF(Tumour Necrosis Factor) family

translocation deletion
duplication inversion



chromosome 12

ql4.3

chromosome 12

ql4.3
. JE—
breakpointl breakpoint2
chr12:65826843 chr12:65828001

37955 : :
% 1 1
E 1 1
[ 1 [}
8 ! 1
() 1 1
0 1 [

! 1 1

2 1 I 2 h

! | — |
1 1

L N II _ - - J _ - _I

RPSAPS52 P HMGA2 PR
ENST00000489520.2 /P R -7 ENST00000393577.7 -7 -
’ ~ < _-"- - .- _ -
= ool
1
. 500 bp ,

translocation deletion
duplication inversion

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

HMGA2

AT hook motif




chromosome 12

ql4.3

37955

Coverage

chromosome 12

ql4a.3

—_

breakpointl
chr12:6582684|13

RPSAP52
ENST00000489520.2

translocation deletion
duplication inversion

i o

RETAINED PROTEIN DOMAINS
reading frame unclear

HMGA2

AT hook motif

breakpoint2
cr|1r12:65838519

" HMGA2 -7
ENST000003935Z7_.7, _---"

| 500 bp
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 1 chromosome 1

- )
breakpointl breakpoint2
chr1:28704329 chr1:28508128

13833 ! !
g’ 1 1
o 0 !
o | |
8 ! |
(&) | |
0 1 1

1

~-. GMEB1 - . RCC1 .’

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
CC1

GMEB1
Regulator of chromosome condensation (RCC1) repeat

translocation deletion
duplication inversion



chromosome 1

chromosome 1

p35.3
RN AL L) R LR )
- )
breakpointl breakpoint2
2320 chr1:2870432|9 cI|1r1:28508128
1 1
g’ 1 1
¢ | |
9] | |
8 ! |
o 1 1
0 1 [
! 1
3
:
,I
SNHG3
ENST00000413987.1 e

1 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

GMEB1

translocation deletion
duplication inversion



chromosome 19

chromosome 19
p13.3 pl3.12
breakpointl breakpoint2
cr|1r19:15523693

chr19:51449C|)2

II‘I'“I‘I‘“-I&I“--:IL

I
) ’ CYP4F22 )

1
A KDM4B DR p
Sea , 4 ENST00000269703.8

7292

Coverage

0

3 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain
JmjC domain, hydroxylase

PHD-finger
PHD-zinc-finger like domain
Jumonji domain—containing protein 2A Tudor domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

CYP4F22
Cytochrome P450

«=== translocation deletion
duplication inversion



chromosome X

chromosome X

q24 q24
- - —
breakpointl breakpoint2
chrX:120542966 chrX:120294051
10117 : :
g) ! 1
o 0 !
[ ! |
3 | 1
O [ 1
0 ' 1

21

CuL4B

@ 14 15 16 7,

translocation deletion
duplication inversion

.l - S--___ TMEM2s5A°

- - _ - - - -~ ENST08600371369.9

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family
[ SUPPORTING READ COUNT
Split reads = 10
Discordant mates = 1
cuL4B TMEM255A

FAM70 protein



chromosome 1 chromosome 1
q44

q44
(LA A KA R L ) (LA L Lt BN L L)

— —
breakpointl breakpoint2
chrl:246327201 chrl:246862153

4318 ! !
g’ ]
E 1
[ [}
3 [
(§] [}

0 [

33

--- AHCTF1
ENST00000366508.5

~
~

SMYD3

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain
MYND finger
SUPPORTING READ COUNT
Split reads =9
Discordant mates = 0
SMYD3 AHCTF1

translocation deletion
duplication inversion



chromosome 1

chromosome 1

q44 q44
(ARt AN AL B ) CALALALCE AL G LA L)
— - — |
breakpointl breakpoint2
ch3r:1LéZ4576404:r1 ct|1rl:246918377

Coverage n

0

Tsmyps _--T T e
ENST00000490107.6 - _ T

D

\ 4 kbp
introns not to scale

14 15 16,
D ‘ 7
LA RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain
MYND finger

T

SUPPORTING READ COUNT

N Split reads =3
2 K, "0g Discordant mates = 0
C}kl

SMYD3
beta—propeller of ELYS nucleoporin

AHCTF1

Nuclear pore complex assembly

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p25.3

Coverage o

p25.3
T — )
breakpointl breakpoint2
chr3:10288102 chr3:10270131

983 ! !

1 1

1 1

1 1

1 1

1 1

0 1 1

1

|

T~ -.__ GHRCOS. _ --- TATDN2 .

ENST00800439539.3 ~ ~ ~ - -7 ENST00000448281.7 -

]

R
N
3

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0

TATDN2
TatD related DNase

translocation deletion
duplication inversion



chromosome 3

p25.3

breakpointl
chr3:10288106
983 !

Coverage o

0

TS<ss:.GHRLOS

ENSTO000006625971=

@ 14 15 16 7,

translocation deletion
duplication inversion

p25.3

chromosome 3

R DR TREND

breakpoint2
Cfllr3:10270131

Hﬁ

-7 TATDN2Z2
- ENST00000448281.7

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

TATDN2
TatD related DNase

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



chromosome 3 chromosome 3

p25.3

p25.3
T — )
breakpointl breakpoint2
chr3:10288102 chr3:10276361
9983 : :
S ' |
o ! J
[ ! |
3 1 1
(&) 1 |
0 1 [
1

TS _GHRLOS.__ T TATDN2 _---
ENSTOOBOOA?19539.3 S~ iaemmTT ENST00000448281.7  _ __----~""

N s

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

TATDN2

TatD related DNase

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p25.3 p25.3
— — —
breakpointl breakpoint2
chr?é:813028585|3 cr|1r3:10270131

0

Coverage o

]
R

N

3

| |

T*=-GHRLOS i TATDN2 -
ENST00000439539:3~ -, _ - ENST00000448281.7 -

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

TATDN2

TatD related DNase

translocation deletion
duplication inversion



chromosome 3

p21.1

chromosome 3

p21.1

(N AR ATRETD

breakpointl

chr3:53045816
3297 :
S |
E 1
[ 1
3 1
(§] ]
0 [
1

breakpoint2
ckllr3:53099486

13

SFMBT1 2 TTte-el. . __---77RAM
ENST00000394752.8 *‘\ =" STt -- L ENST00000296292.8
VN -7 i\“~_~
\ 3 kbp |
' introns not to scale '
1 15 16 4,
’\«?’ T 48
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 6
Discordant mates = 0
RFT1
Rft protein

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p21.1 p21.1
— — —
breakpointl breakpoint2
chr3:53045816 chr3:53092618
3297 : U
(] 1
g !
o 1
3 1
(§] ]
0 [
! 1
| 13
| |
1 1
l\‘ - ———___J
SFMBT1 M Tl 77T RFT1
ENST00000394752.8 R _----7 7 T=~___ ENST00000296292.8

A -- -
\ - =~

13

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

RFT1

Rft protein

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p21.1

p21.1
— )
breakpointl breakpoint2
chr3:53046460 chr3:53099486
3297 : :
S ' |
o ! J
) 1 |
3 0 |
O ! 1
0 ! 1
1

SFMBT1 N
ENST00000483069.5

SRl m

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

RFT1

Rft protein

translocation deletion
duplication inversion



chromosome 3 chromosome 3

p21.1

p21.1
— )
breakpointl breakpoint2
chr3:53046460 chr3:53092618
3297 : :
S ! |
E ] )
) 1 |
3 0 |
O ! 1
0 ! 1
1

SFMBT1 N
ENST00000483069.5

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

RFT1

Rft protein

translocation deletion
duplication inversion



