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Thioredoxin—like domain
SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
UGGT2 CACNAL
lon transport protein

Voltage—dependent L-type calcium channel, IQ—associated
Voltage gated calcium channel IQ domain

translocation deletion
duplication inversion



1336

Coverage

chromosome 2

(LR RT RRAR AR SR ED

g31.3

—

breakpointl
chr2:1799542(|)5

@ 14 15 16 7,

translocation
duplication

deletion
inversion

chromosome 10

RETAINED PROTEIN DOMAINS
reading frame unclear

cwcC22

LRMDA

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

q22.3
breakpoint2
cll1l’10:76557209
1
1
1
1
1
1
I
1
PR v
! |
P LRMDA P
. - ENST00000611255.5 _ _ -~~~
7
| 2 kbp |
' introns not to scale '
MAS3 domain



chromosome 3
q21.3

— —

breakpointl
chr3:128726359
15205 !

Coverage

0

chromosome 10

922.3

breakpoint2
ck|1r10:77824476

TTRRAB7A
ENST00000265062-8. _

L4

@ 14 15 16 7,

translocation deletion
duplication inversion

3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

Guanylate kinase-

DLG5
PDZ domain
Unstructured region between two PDZ domains on DIg5
PDZ domain




chromosome 1 chromosome 1

g42.12

g42.12

breakpointl

breakpoint2
chr1:2255549(|)6

chrl:226386442
12806 ;

Coverage

ENAH
ENST00000635051.1

\ 3 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain
SUPPORTING READ COUNT
Split reads = 14
Discordant mates = 0
ENAH PARR1

PADR1 (NUCO008) domain
BRCAL1 C Terminus (BRCT) domain
WGR domain
Poly(ADP-ribose) polymerase, regulatory domain

translocation deletion Poly(ADP-ribose) polymerase catalytic domain-
duplication inversion




chromosome 1 chromosome 1

g42.12

g42.12

breakpointl

breakpoint2
chr1:2255549(|)6

chrl:226386561
12806 ;

Coverage

ENAH
ENST00000635051.1

\ 3 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain
SUPPORTING READ COUNT
Split reads = 4
Discordant mates = 0
ENAH PARR1

PADR1 (NUCO008) domain
BRCAL1 C Terminus (BRCT) domain
WGR domain
Poly(ADP-ribose) polymerase, regulatory domain

translocation deletion Poly(ADP-ribose) polymerase catalytic domain-
duplication inversion




chromosome 6 chromosome 8

ql4a.2 qll.21
—
breakpointl breakpoint2
chr6:83315310 chr8:47864763
4521 : :
S ' |
o ! !
[ ! I
3 | 1
O ! 1
0 f 1

H
I

o777 67 57 A7 7 R G B TR AR LA AR DA 8 13 O OF BF T @ B /2 1 52 9 0 6d 64 44 i IR U DD IR IR DD B R DD DA o of 4 6 G
5 ool 4 B COBEH HOHHIDBHBD BHBHHHEHE 4@ 3BBBIB2EIBEIZF 2R LZ2 PAHEE ol 3

5% Bk
\
ME1 S

ENST00000369705.4 "~ __.----7F

7 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Malic enzyme, N-terminal domain

SUPPORTING READ COUNT

> Split reads = 13
g Discordant mates = 0
ME1 PRKDC
DNA-dependent protein kinase catalytic subunit, CC3

FAT domain
Phosphatidylinositol 3— and 4—-kinase
FATC domain-

translocation deletion
duplication inversion



322

Coverage

chromosome 13

ql2.11

translocation
duplication

deletion
inversion

TPTE2
ENST00000382978.5

breakpointl
chr13:1947557|3

No protein domains retained in fusion.

chromosome 13

ql2.11

breakpoint2
cr|1r13:19570288

T~ ~MRPS31PZ ~
_ ENST00000451581.1

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



5236

Coverage

chromosome 5

g31.2

(LR D R i

I

breakpointl
chr5:137498373

11

@ 14 15 16 7,

translocation
duplication

deletion
inversion

SPOCK1 S

ENST00000394945.6
, N

RETAINED PROTEIN DOMAINS
reading frame unclear

SPOCK1 EIF3H

JAB1/Mov34/MPN/PAD-1 ubiquitin protease

F-S

chromosome 8
g23.3

breakpoint2
cll1r8:116658980

- - EIF3H
ENS'[OOOOOGllOSO 1

IEIEIEI

2 kbp |

' introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 8

chromosome 5
g31.2 g23.3

(LR D R i

—
breakpointl breakpoint2
chr5:1374983?3

cf|1r8:116646603

5236
(4]
[=2]
I
[
>
o
o
0
11
SPOCK1 N N EIF3H
LAN P ENST00000611080.1

ENST00000394945.6
’ ~ -
N - \

T

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 6
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 8

chromosome 5
g31.2 q23.3
- — —
breakpointl breakpoint2
chr5:137498373 chr8:116656005
5236 ' '
(]
&
[
3
o
0
11
SPOCK1 S <. __--7"  EIF3H
RSN .-~ 7~ _ ENST00000611080.1

ENSTO00000394945.6
II ~ - ~
2 kbp |
1

' introns not to scale

SUPPORTING READ COUNT

Split reads = 2

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

deletion
inversion

translocation
duplication



chromosome 8

chromosome 5
g31.2 q23.3
- — —
breakpointl breakpoint2
chr5:137498373 chr8:116648926
5236 ' '
(4]
g
9]
3
o
0
11
SPOCK1 So P EIF3H
RSN PN ENST00000611080.1

~

ENST00000394945.6
’ = ~
-
2 kbp |
1

' introns not to scale

SUPPORTING READ COUNT

Splitreads =1

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

deletion
inversion

translocation
duplication



chromosome 8

chromosome 5
g31.2 g23.3
— — —
breakpointl breakpoint2
cll1r8:116658980

chr5:137499179

5236 !
(4] ]
g |
s :
g 1
(§] 1
0 [
1

11
SPOCK1 A ‘~~\\ - -EIF3H
ENST00000394945.6 M 'ENSIDOOOOGllOSOl
\ 2 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
* reading frame unclear
=<

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

EIF3H

JAB1/Mov34/MPN/PAD-1 ubiquitin protease

translocation deletion
duplication inversion



Coverage n»
[e2]

chromosome 1

chromosome 16
g23.1 q24.2

—
breakpoint2
cr|1r1:169878819

breakpointl
chr16:753950£|90

CFDPI~-_ .-~
ENST0000028388274 ~ ~ ~ _

2 kbp |

' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 9
Discordant mates = 0

translocation deletion
duplication inversion



Coverage
[

chromosome 16

breakpointl

(::Lhr16:7539135?0

0

1
1

L
CFDPI~_/
ENST000005693f¥1.;L

translocation
duplication

923.1

chromosome 1

q24.2

breakpoint2
cr|1r1:169878819

deletion
inversion

12

No protein domains retained in fusion.

\ 2 kbp
introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0



Coverage
[

chromosome 16 chromosome 1

923.1 q24.2

breakpointl

breakpoint2
chr16:7536287|5

Cfl1r1:169878819

[«]
[~]
=

\
CFDP1
ENST00000564793. % N
AY

\ 2 kbp
introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 6
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 17

q23.3

chromosome 17

q23.3

breakpointl
chr17:63685590
2898 !

Coverage

translocation deletion
duplication inversion

—  —

breakpoint2
ci|1r17:63682758

RETAINED PROTEIN DOMAINS
reading frame unclear

|fPBl domain

MAP3K3

STRADA
ENST00000640870.1

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0



chromosome 17

chromosome 17
g23.3 g23.3
— —
breakpointl breakpoint2
chr17:63685578 chrl7:63682758

2898 ! !
> |
] |
§ )
o )
(§] ]

0 1

--- MAP3K3 ~ Y. STRADA
\E_NST00000584573.5 s ENST00000640870.1

1 2 3 ' all 9 14
[ .

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain
( SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0
MAP3K3

translocation deletion
duplication inversion



Coverage

588

chromosome 6

(T BNl (RN D

—

q23.3

chromosome 6

923.3

breakpointl
chr6:1368264§9

@ 14 15 16 7,

translocation
duplication

deletion
inversion

breakpoint2
ckllr6:136364679

o B 7 e o b ] [Tk 7]
]

.- AL023284.3 _-°~

TTUUTPEXP---o
ENSTR0003184715 =TT TTo----__ - ENST000005/7118'8.1
i o E——
e
\ 800 bp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G-beta repeat

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

PEX7



1236

Coverage

chromosome 14

q32.2

chromosome 6

ql5

42

translocation
duplication

deletion
inversion

breakpointl
chr14:96322540

ATG2B -
ENST00000359933.6 --"

RETAINED PROTEIN DOMAINS

reading frame unclear

N-terminal region of Chorein or VPS13

.

j

ATG2B
Ankyrin repeats (many copies)
Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)-

Ankyrin repeat-

Ankyrin repeats (3 copies)-

ANKRD6

breakpoint2
cr|1r6:89566834

. ANKRD6 ’
, ENST00000522441.5 L7

\ 5 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



1236

Coverage

chromosome 14

q32.2

chromosome 6

ql5

breakpointl
chr14:9632254}0

42

translocation
duplication

deletion
inversion

ATG2B -

ENST00000359933.6 -

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal region of Chorein or VPS13

™

ﬂ

ATG2B
Ankyrin repeats (many copies)
Ankyrin repeats (3 copies)
Ankyrin repeats (many copies)-
Ankyrin repeat-

Ankyrin repeats (3 copies)-

breakpoint2
cr|1r6:89595916

- 4 ANKRD6 -
‘ ENST00000522441.5 -

5 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

ANKRDG6



1236

Coverage

chromosome 14

q32.2

chromosome 6

ql5

42

translocation
duplication

deletion
inversion

breakpointl
chr14:963221:ll.2

ATG2B ..l

ENST00000359933.6 - T--a

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal region of Chorein or VPS13

.

j

ATG2B
Ankyrin repeats (many copies)
Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)-
Ankyrin repeat-

Ankyrin repeats (3 copies)-

ANKRDG6

breakpoint2
cr|1r6:89566834

s ANKRD6 .
’ ENST00000522441.5 ’

5 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 7

g36.1
—
breakpointl

chr7:151086808
840 !

Coverage n

0

@ 1 15 16 4,

AGAP]

RETAINED PROTEIN DOMAINS
reading frame unclear

HOXD11

Protein of unknown function (DUF3528)

translocation deletion
duplication inversion

Homeodomain

chromosome 2

g31.1

breakpoint2
cI|1r2:176107582

L’ HOXD11 e
e ENST00000249504.7 .~
N T o i —
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 14 chromosome 14

ql2 qll.2
D
breakpointl breakpoint2
chr14:241581£?9 cr|1r14:23966283
3174 X X
] 1 I
g | '
o 1 1
3 ' :
O | 1
0 1 1

BRI RNF31 Tl __--DHRS4 .-
~ _--~" ENST00000313250.10

~
~ — _

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

rPNGase/UBA- or UBX~-containing domain

PUB domain
HOIP UBA domain pair
IBR domain, a half RING-finger domain
E3 Ubiquitin Ligase RBR C-terminal domain
SUPPORTING READ COUNT
Splitreads =7
Discordant mates = 1

RNF31 DHRS4
short chain dehydrogenase
Enoyl-(Acyl carrier protein) reductase

translocation deletion
duplication inversion



8997

Coverage

chromosome 5

g32

@ 14 15 16 7,

translocation
duplication

breakpointl
chr5:149520290

CSNK1Al
ENST00000606719.6

deletion
inversion

chromosome 5

932

—_—

RETAINED PROTEIN DOMAINS

reading frame unclear

|7Protein kinase domain

CSNK1A1

ARHGEF
SH3 domain

breakpoint2
cr|1r5:149631982

13

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0



chromosome 7
gq22.3

chromosome 7
q22.2

breakpointl

chr7:105091314
7919 !
S |
E 1
[ 1
3 1
O 1
0 1

@ 1 15 16 4,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD-finger
SET domain

KMT2E

breakpoint2
cl;1r7:104845382

_LAFPL3 -~
. _ENST00000401970.2

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

LHFPL3



chromosome 6

chromosome 14
g23.3

q24.1

breakpoint2

breakpointl
chr14:678872(|)4 cr|1r6:136389517

2506

Coverage

-~ RAD51B  ~~-._
7=~ < [ENST00000487861.5

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51
SUPPORTING READ COUNT
Splitreads =7
Discordant mates = 0
RAD51B MAP7

MAP7 (E-MAP-115) family

translocation deletion
duplication inversion



chromosome 1

chromosome 3
g21.3

p22.2

breakpointl breakpoint2
chr3:38400985 chr1:150858460
2567 ! !
g) ! |
g ! [
[ ! 1
g | ]
(&) ] 1
0 1 1
19 |
~- o XYLB Teell T e ARNT _ - ------"""""
= ENSTO00D0505755.5. _

ENST00000207870.8 -~. =T

3 kbp |
' introns not to scale

14 15 16,
D ‘ 71

LAY S RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N—-terminal domain
FGGY family of carbohydrate kinases, C—terminal domain

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

ARN

XYLB
Helix-loop—helix DNA-binding domain
PAS fold
PAS domain

translocation deletion
duplication inversion



chromosome 1

chromosome 7

pll.2

breakpointl breakpoint2
chr7:55795924 chr1:1543987

5498 ! !
S |
E 1
[ 1
3 '
O 1

0 i

10

S SSU72

2 kbp |
' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

|'Septin

Split reads = 6
Discordant mates = 0

SEPTIN14 SSu72
Ssu72-like protein

translocation deletion
duplication inversion



chromosome 22 chromosome 22

ql3.2 ql3.2

—

breakpointl breakpoint2
2[%’][’221423434?9 ck|1r22:43291180

Coverage

0

H
[=]
N
N

\

W T T T T e L
TCF20 Yy T SCUBE1
ENST0000051542§\. 1

\ 3 kbp |
introns not to scale

@ 1 15 16 4,

20
<K e
> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<
- SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

SCUBE1

Complement Clr-like EGF-like

Coagulation Factor Xa inhibitory site
Calcium-binding EGF domain

Tyrosine—protein kinase ephrin type A/B receptor-like

translocation deletion CUB domain-
duplication inversion

Calcium-binding EGF domain-



chromosome X chromosome X

p22.2 p22.2
— — N
breakpointl breakpoint2
cth:101287c|)8 crler:9873652
4937 ! !
g) ! 1
¢ | |
9] 1 |
8 ! 1
(&) | 1
0 1 [
1
I :
1
SHROOM2 o
ENST00000380913.8 !
I
\ 4 kbp |
1

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 1

WWC3 SHROOM2

PDZ domain
Apx/Shroom domain ASD1
Apx/Shroom domain ASD2

translocation deletion
duplication inversion



1530

Coverage

chromosome 19

p13.2

chromosome 17

translocation
duplication

q21.32
breakpointl breakpoint2
chr19:80531?|_2 cll1rl7:47636601

deletion
inversion

1

7 I B i
1
1

CCL25 - ---______ S--.__ AC02568271

ENST000Q0680506.1 T T T ---__ .- ’E>N‘STGOOQ0\582389.5

(3 R [ s |

700 bp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5

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



chromosome 6 chromosome 6

g23.3 g23.3
- -
breakpointl breakpoint2
chr6:136365735 chr6:136720589
2506 ! !
S ' |
E 1 1
[ [ |
3 | 1
O ! 1
0 f 1

: et e MAP3K5_

MAP7 el -T -
ENST000005444655 _ .-~ ~=~~___ ______----"""EN

3 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

MAP7 MAP3KS5

MAP3K TRAFs-binding domain
ASK kinase PH domain
Protein kinase domain

translocation deletion
duplication inversion



chromosome 22 chromosome 22

q13.31 g13.31
breakpointl breakpoint2
chr22:45168246 chr22:44571376
2237 : :
S ' |
o ! J
[ ! |
3 1 1
O ) 1
0 1 1
1 1 |

T TTeee-- lIIIIIIIo--- NURSO _ _ _ _ __--7LINC00207 .-
--------- --~ ENST00000603530.5

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5

No coding regions retained in fusion transcript. F
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 22 chromosome 22

q13.31 g13.31
breakpointl breakpoint2
chr22:45168246 chr22:44570500

2237 : :

S ' |
o ! J
[ ! |
3 1 1
O ) 1
0 1 1

1 1 |

1
1 R s R 5 e : 71 5 T Ee{EeHE
! 1

TTTteeee-l I NURSO_ _ _ LINC00207 .
___________ s ENST00000603530.5 -~

-——— - --—a_ -
- - -——— -
- - -——— .

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

No coding regions retained in fusion transcript. F
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 6 chromosome 6

q21 q21

breakpointl breakpoint2

chr6:107458990 chr6:106971834
35821 ! !

Coverage

S R e e

PDSS2 N -- cp2a---7"

~_/ ~<

ENST00000369037.9 AN - ‘E:N—STOOQOOGO_6017.2

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

PDSS2 CD24
CD24 protein

translocation deletion
duplication inversion



35821

Coverage

chromosome 6

q21

chromosome 6

q21

breakpointl
chr6:1074589£|30

breakpoint2
CII1I’62106974754

@ 14 15 16 7,

translocation
duplication

deletion
inversion

| |
R I s

o

1

1
il

PDSS2 YooY S
ENST00000369037.9 AR ___---- " ENST00000619133.4
,/ \\'_,—‘___ “~-_‘~
| 2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

PDSS2 CD24
CD24 protein

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 14 chromosome 10

g24.1 (26.13

breakpointl
chrl4:6841152|7

breakpoint2

chr10:121564579
84260 U

Coverage

1
| 18
|
1

~. RAD51B e T
~<_  ENST00000487861.5 S -

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Rad51
SUPPORTING READ COUNT
Split reads =5
Discordant mates = 0
FGFR2
ain
NA

RAD51B
Immunoglobulin I-set dom

Protein kinase domain

translocation deletion
duplication inversion



chromosome 20 chromosome 21

p12.1 p11.2

breakpointl breakpoint2

chr20:17658596 chr21:8405960
31633 ! !

Coverage

1
(a2 2 MerHepe 7|
1

1

1
1 1
L ]

-
~ - - .

RRBP1 el 7T P FP236383.3 7
ENST00000246043.8 -7 el R - ENST00000623860.3 .-~
1 [ pEHfe]
| 3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome receptor lysine/proline rich region

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

RRBP1

translocation deletion
duplication inversion



chromosome 20 chromosome 21

p12.1 p11.2

breakpointl breakpoint2
chr20:17658596 chr21:8450147
31633 ! !

Coverage

1
[LhizbeH 4 R 7 |
1

1

|
| |
[ - ]

-
~ - -
~ - - -

RRBP1 el -7 LT FP236383.3
ENST00000246043.8 T~ -7 ENST00000651813.1 . -~
L L4 Heme)
| 3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosome receptor lysine/proline rich region

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

RRBP1

translocation deletion
duplication inversion



chromosome 20

chromosome 20
q13.13 q13.13
breakpointl breakpoint2
chr20:49025481 chr20:49058453
2036 ! !
S
o
[
3
o
0

’ CSE1L ,

ARFGEF2 ~. ,
S~ 4 ENST00000262982.3
/
7/

Tl ENST00000681021.1 . /
S S o ’
H S M SR LA AL L LS LB AL B R A AL 2 1R B0 82,0 B ILALLAILIS Kb o oo
0T H [ 1} U T
| 4 kbp |
1

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin-binding domain of Mon2
Guanine nucleotide exchange factor in Golgi transport N-terminal

Sec7 domain
Domain of unknown function (DUF1981)
SUPPORTING READ COUNT
Split reads = 4
Discordant mates = 0
CSKE1L
Csel

ARFGEF2
Importin—-beta N-terminal domain

CAS/CSE protein, C-terminus

translocation deletion
duplication inversion



chromosome 10

q22.1

1201

Coverage

«=== translocation
duplication

deletion
inversion

breakpointl
chr10:7219681|1

ASCC1

chromosome 17

pl2

breakpoint2
cr|1r17:11198630

1
1
1
1
1
1
1
I
1
I
1
I
I
il

RETAINED PROTEIN DOMAINS
reading frame unclear

KH domain

AC005548.1
ENST00000648331.1

\ 1 kbp |
introns not to scale

AKAP7 2'5' RNA ligase-like domain

ASCC1

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 11 chromosome 9

ql3.4 p22.2
. —
breakpointl breakpoint2
chr11:73015809 chr9:17747066
2932 : !
(] 1 1
g | |
5} 1 !
3 i '
O [ 1
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