chromosome 12 chromosome 12

ql5 ql5
breakpointl breakpoint2

407%102:6973903'1 cl|1r12:69350108
S : !
E 1 1
g 1 1
1 1
8 | 1
0 1 1

1

1
2 M 3 6 5 4 2 2
1 L | L |

=~ - - -

______________________________ RAB3IP LYz .

ENST00000483530 8 ==~~~ - _ -7 ENST00000261267.7 Pid

\ 1 kbp |
introns not to scale

@) RETAINED PROTEIN DOMAINS
=) * reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 1418
Discordant mates = 33

LYz
C-type lysozyme/alpha-lactalbumin family

translocation deletion
duplication inversion



Coverage

chromosome 12 chromosome 12

ql5 ql5

breakpointl breakpoint2
chr12:697398§9 ckllr12:69350108

Lyz P
ENST00000261267.7 4

1
z:))se z 4
| ) — I
1
J

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 34

RAB3IP LYz

C-type lysozyme/alpha-lactalbumin family

translocation deletion
duplication inversion



chromosome 12 chromosome 12

ql5 ql5
breakpointl breakpoint2
chr12:69739018 chr12:69350108
47760 ! !
() ]
g !
o |
3 1
(§] ]
0 ]
1 : 1
e o B e R SS S S e e b ;
: | 1 1 I
ENSTO0000362025°9° = ======c_._____ I ENST00000261267.7 L7
: 4
\ 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 13

LYz
C-type lysozyme/alpha-lactalbumin family

translocation deletion
duplication inversion



chromosome 12

ql5

chromosome 12

ql5

breakpointl

chr12:69739031
760 !

N
Coverage I

o

1
CThrH 2 PN 3 D epesN 6

-------------- RAB3IP .-

breakpoint2
Cf|1r12:69352220

LYz .-
ENST00000261267.7 .-~

RETAINED PROTEIN DOMAINS
reading frame unclear

LYz
C-type lysozyme/alpha-lactalbumin family

deletion
inversion

translocation
duplication

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 4



Coverage

chromosome 12 chromosome 12

ql5 ql5

breakpointl breakpoint2
chr12:697398§9 cr|1r12:69352220

1
| | L | I

"“‘---:::‘_‘_‘_-_—_—RAB.?:IP - Lyz P

ENST00000362025.9 2 2 7=~~~ - - _ ___ .- ENST00000261267.7 _ -~

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 4

RAB3IP LYz

C-type lysozyme/alpha-lactalbumin family

translocation deletion
duplication inversion



chromosome 16 chromosome 16

p13.3

| QEDIEED
— e —

breakpoint2
cr|1r16:3384941

breakpointl
chr16:3739578

6399 : X
(]
g | |
[ 1 1
3 [ |
O ! 1
0 ! 1
1 1
e 2]
1 7 u 5463 1
| il
1 1 |
ol 1 " s
CREBBP ~~~""==--o_____  ____o----77770 <. _.-ZSCAN32
ENST00000262367.10 _ _ __----~7"""""“"=-=--____ " - ENST00000396852.9

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

r TAZ zinc finger

KIX domain
Bromodomain
CREB-binding protein/p300, atypical RING domain
Histone acetylation protein
[ SUPPORTING READ COUNT
Split reads = 371
Discordant mates = 8
CREBBP ZSCAN3

Myb/SANT-like DNA-binding domain
Zinc finger, C2H2 type

translocation deletion
duplication inversion



chromosome 16 chromosome 16

p13.3

| QEDIEED
— e —

breakpoint2
cI|1r16:3384935

breakpointl
chr16:3739578

6399 : X
(4]
g | :
) 1 1
8 ! |
(&) [ 1
0 [ 1
1 1
e 2]
1 7 n D==€3 1
L i
1 1 |
Coo L | |\ s
CREBBP ~~~""==--o_____  ____o----77770 <. .- ZSCAN32
ENST00000262367.10 _ _ __----~7"""""“"=-=--____ " - ENST00000396852.9

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

r TAZ zinc finger

KIX domain
Bromodomain
CREB-binding protein/p300, atypical RING domain
Histone acetylation protein
[ SUPPORTING READ COUNT
Split reads = 12
Discordant mates = 8
CREBBP ZSCAN32

Myb/SANT-like DNA-binding domain
Zinc finger, C2H2 type

translocation deletion
duplication inversion



chromosome 16 chromosome 16

p13.3

| QEDIEED
— e —

breakpoint2

breakpointl
chr16:374032|)9 cr|1r16:3384941

6399

Coverage

_______________ “~_ .- ZSCAN32
_ -~ 7 ENST00000396852.9

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

—TAZ zinc finger

KIX domain
Bromodomain
CREB-binding protein/p300, atypical RING domain
Histone acetylation protein
SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 1
CREBBP ZSCAN3Z

Myb/SANT-like DNA-binding domain
Zinc finger, C2H2 type

translocation deletion
duplication inversion



chromosome 4 chromosome 4

pl6.3 pl6.3
T — )
breakpointl breakpoint2
cl';rslé253717|0 cI:nr4:3115304

Coverage n

3 LU
4”””’
1
J

= =FAM193A -7 HTT -
ENST00000637812.2 e ENSTO00000355072.10 -

0

\ 7 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 277
Discordant mates = 3

FAM193A HTT
Huntingtin protein region

translocation deletion
duplication inversion



chromosome 4 chromosome 4

p16.3 pl6.3
T — )
breakpointl breakpoint2
chr4:2657836 chr4:3107407
4798 :
g’ ]
E 1
[ 1
3 1
(§] 1
0 1

4%%'%'%% s

~~ . FAM193A HTT p
ENSTOOBOD§37812 2" - -7 ENST00000355072.10 ’
!IE““ TR DT AR :Hﬁ—
TETITIT

7 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3

FAM193A HTT
Huntingtin protein region

translocation deletion
duplication inversion



breakpointl
chr17:15503098
518 — !

Coverage

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 = 243
Discordant mates =5

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

pl2 pl2
— —
breakpointl breakpoint2
chr17:1554578|5 cr|1r17:15440285
9518 X X
(] ] 1
g ' |
o 1 1
3 ! 1
O ! 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 = 108
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



breakpointl
chr17:15503098
518 — !

Coverage

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 = 50
Discordant mates = 1



9518

Coverage

chromosome 17

pl2

breakpointl
chr17:155457§5

translocation
duplication

TVP23C

ENST00000428082.6 _--" RN

deletion
inversion

chromosome 17

pl2

- -~ 777 -ENSTQ0000619038.5

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 = 22
Discordant mates = 0



chromosome 17 chromosome 17

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

6331 ! !
S 0 |
I | |
9] ! |
3 0 |
() 1 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 = 17
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17
p12 pl2

breakpoint2

breakpointl
chr17:155457§5 ct|1r17:15453085

9518

Coverage

TVP23C el __--TTT T e _CDRT4-

ENST00000428082.6 C_LeTTES.L e =T 5

1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

pl12 pl2
T —
breakpointl breakpoint2
chrl7:15516419 chr17:15438200
6331 ! !
S 0 |
o ! !
o | |
3 0 |
() 1 |
0 ! 1
1

H
H
IN

~ e

TVP23G-_ -7 T ie---
ENSTO00005812735°~~~_ ____---- 7T

- ~

800 bp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



5287

Coverage

chromosome 13

g22.1

breakpointl
chr13:7442641|8

~~. LINC00381 ~~. _

1

~ ENST00000423629.1

translocation
duplication

~

deletion
inversion

chromosome 6

g22.31

breakpoint2
cf|1r6:124355267

4 H

NKAIN2
ENST00000368417.6

RETAINED PROTEIN DOMAINS
reading frame unclear

1 kbp |

NKAIN2

Na,K-Atpase Interacting protein

introns not to scale

SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0



chromosome 7 chromosome 7

g21.3 g21.3
—
breakpointl breakpoint2
chr7:97928082 chr7:97872449
3886 — ! !
S ! !
g ! [
[} [ 1
3 ! |
o ! )
0 f 1
: 1 1 — 1 ] 1 :
= e eeeeecfiee eI e T ]
' X ;o e I | | '
1 1
l\ II e 4
AcO79781.4 e ASNS  _ _ _ oee-mm-mmmTTTTTTTTOT
ENSTOOOO0B21908.1 L ------mTTTC ENST00000175506.8 - =~ - -~ - - __ _______
1 \\_ ______________________________
i ] Chr{prfi) Be=
e e S

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 172
Discordant mates = 2

ASNS

Glutamine amidotransferase domain
Asparagine synthase

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g21.3
——
breakpointl breakpoint2
chr7:97928082 chr7:97869813
3886 : :
g | ]
E 1 1
[] ! 1
3 | 1
O ! 1
0 ! 1
: ! ! i — — — !
s [ 1O OO OO0 00 PO OO OO 0 PO DO o s
! : X B B [ [ '
1 1
l\ II e ]
Aco79781.4 e - ASNS -------"""7"7777
ENSTOOOOOIB211908.1 ______________________ ~ 7 T "ENST00000175806.8 _ _ _ _ _
! \""'--_--_—_-__— — ; ----------
TRt 8 PP Bligae ) sautl s ]
e B B

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1

ASNS

Glutamine amidotransferase domain

Asparagine synthase

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g21.3
——
breakpointl breakpoint2
chr7:97928082 chr7:97872540
3886 — ! :
S ! |
g ! [
[] [ 1
3 ! !
(@] [ 1
0 f 1
: ] 1 — 1 1 1 :
] kel e el e T ]
' X . S S el '
1 1
l\ II e 4
ACO79781.4 e ASNS  _ _ _ oe--m--msmoTTTTTTTTOT
ENSTOOO00821908.1 L ------mTTT ENST00000175506.8 = = =~ - -~ - - - _________
1 R R e
R )-)-)-)-)Eb—)—)—)—]Z::: 5 b 6 (s ) o 2] E»—)—)—) 14
S [

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

ASNS

Glutamine amidotransferase domain
Asparagine synthase

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g21.3
——
breakpointl breakpoint2
chr7:97928082 chr7:97859398
3886 — ! !
) ' |
g ! '
[ | |
3 1 ]
O | 1
0 ! 1
I ! -
T [ ke 1014444 9 444 5 | e:::s<<<_4|}-(—(—(—|§k—(—(-42|(-(-(-(-|1|
i ) . S S S S
1 1
l\ II e e 4
ACO79781.4 T TTee-eol L aee-mmmTTTT ASNS
_______________ ENST00000175506.8

ENST0000016211908. 1

i N a—e=mm T TTT T T s .- L

| ]
= 7] PR -
e e

\ 1 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ASNS

Glutamine amidotransferase domain-
Asparagine synthase

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g21.3
—
breakpointl breakpoint2
chr7:97928082 chr7:97864496
3886 : :
S ' |
E 1 1
(7] \ 1
3 ] )
() [ 1
0 ! 1
: 1 1 — 1 1 |
] [» ke 101444 o 441 8 6 el 5 <<<Z](—(—(—(—BL(+(-4 N
i ) . S S S S
1 1
o) e ’
ACO79781.4 Tt eememee ASNS ™~
ENST0000016211908.1 ___________________________ ENST00000175506.8

i ~

—— - -
=L Bn B =
S S

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ASNS

Glutamine amidotransferase domain
Asparagine synthase

translocation deletion
duplication inversion



12894

Coverage

chromosome 20 chromosome 20

gq13.32 gq13.32
- —_—
breakpointl breakpoint2
chr20:586737:|[1 cr|1r20:58691724

1
[ 1 MR s e s 5 |
1

1

-- - . NPEPL1 K
T ==~ . _ _ ENST00000371141.8 Tl Pt ENST00000525967.5 4

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 149
Discordant mates = 2
STX16 NPEPL1

M17 aminopeptidase N-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58652087 chr20:58691724

12894 ! !

g) ]

IS )

[ |

3 1

O 1

0 1

[ 1 PesbHa P s -7 M 5 |

. . NPEPL1 .
ENSTO00000355957-9- "~~~ =~ - - - _ _ _ . ENST00000525967.5 4

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

STX16
M17 aminopeptidase N-terminal domain 2

NPEPL1

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
5058 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 12 chromosome 12

Coverage

g24.11 gl4.3
breakpointl breakpoint2
chr12:109083062 chrl2:66406428
1383 : :
1 1
1 1
) I
) !
) !
0 1 1
1
13 | | 25
:~
S-- USP30 - .-l L-- ---""7"  GRIPL

3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl-terminal hydrolase

SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 1

USP30 GRIP1
PDZ domain

translocation deletion
duplication inversion



chromosome 13 chromosome 6

q14.3 q22.31
—
breakpointl breakpoint2
chr13:51080751 chr6:124355267

5287 : :
& : :
9] 1 |
g 1 1
o 1 1
0 ' 1

! 1 1

: o .
= :
L - _ -
AN _ - - _ - -
GUCY1B2 A - NKAIN2 e T

ENST00000533288.5 '; -7 ENST00000368417.6 -

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0

NKAIN2
Na,K-Atpase Interacting protein

translocation deletion
duplication inversion



5287

Coverage

chromosome 13

ql4.3

translocation
duplication

GUCY1B2
ENST00000532104.1

deletion
inversion

—

breakpointl
chr13:510807(|)7

chromosome 6

g22.31
—
breakpoint2
chr6:124355267
1
6 7
:
NKAIN2 Pt
ENST00000368417.6 -7
7
| 2 kbp |
1

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

NKAIN2
Na,K-Atpase Interacting protein



chromosome 15 chromosome 9

Coverage

gq25.2 g21.12
M l —
breakpointl breakpoint2
chr15:81870928 chr9:69476143
1477 ! !
1 1
1 1
1 1
1 1
0 : :
1

1 1
| 13
1 1
1

)
\

\

AC104041.1
ENSTO0000560054.6 . __-----777C

2 kbp |
introns not to scale

AC104041.1

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0

APBA1
Phosphotyrosine interaction domain (PTB/PID)

PDZ domain

translocation deletion
duplication inversion



8545

Coverage

chromosome 12

q24.11

breakpointl
chr12:10985561|9

translocation
duplication

GLTP

ENST00000318348.9

deletion
inversion

chromosome 12

q24.11

|fGchoIipid transfer protein (GLTP)

breakpoint2
ct|1r12:109081334

USP30
ENST00000257548.10

13

13

RETAINED PROTEIN DOMAINS
reading frame unclear

GLTP

USP30
Ubiquitin carboxyl-terminal hydrolase

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0



chromosome 12 chromosome 12
q24.11 q24.11

breakpointl breakpoint2
g545 chr12:10985561|9 cr|1r12:109081933

Coverage

13

GLTP ) -~ .- . -=" USP30 -
ENST00000318348.9 PRs ~. _ -7 ENST00000257548.10 - -

(3 (3 b 4 jop- Moy 1 o 3

2 kbp
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycolipid transfer protein (GLTP)
[ SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

USP30

Ubiquitin carboxyl-terminal hydrolase

GLTP

translocation deletion
duplication inversion



861

Coverage

p22.3

breakpointl
chr1:854961§6

, |
1

AC092807.3 _-~~
ENSTOOOOO{G]GG’@.Z <

14 15 16
<}
> A

translocation
duplication

1

chromosome 1

chromosome 1

)

breakpoint2
cr|1r1:85358847

1
1
-

_______________________ _DDAHL

m——

reading frame unclear

DDAH1

Arginine deiminase

deletion
inversion

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1



Coverage

chromosome 1 chromosome 1

p22.3 p22.3

— — T
breakpointl breakpoint2

Chr1:855779§|34 Cfllr1:85358847

| |

3 Hax 6 1
[ |
1

AC092807.3 AN
ENST00000467530.5 N

-——=

\ 2 kbp |
introns not to scale

1

14 15 16
>
> L NN |

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage

861

chromosome 1

p22.3

breakpointl
chr1:8557665|7

1

(o (o o] 1 ]
o

1

1

chromosome 1

)

breakpoint2
cr|1r1:85358847

1
8

N 1

AC092807.3 ~
ENST00000467666.2 AR
1 \\
[+ ]
14 15 16
2> 17
R i 2

translocation
duplication

deletion
inversion

_DDAHL - - - -

- =

RETAINED PROTEIN DOMAINS

Arginine deiminase

reading frame unclear

DDAH1

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 12

g21.1
)
breakpointl
chr12:71623360
41460 :
(] 1
4 .
[ 1
3 |
(§] [}
0 [

translocation deletion
duplication inversion

ZFC3H1
Zinc—finger of C2H2 type

chromosome 3

p24.3
)

breakpoint2
cll1r3:21665028

1

| 8

L !

------- ——— ZNE3_8_5D--—-""'————
ENST00000281623.8_ _ _

\ 5 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative zinc—finger domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0

NF383D



chromosome 7

chromosome 7
g35 g35
-~ —
breakpointl breakpoint2
chr7:143624398 chr7:143863796

6890 ! !
> ' |
] ! !
) 1 1
3 ! 1
o | ]
0 1 1

1 ]

]

To--__ . ACO732643. __
ENSTE0000642828.1 ~

2 kbp |
' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0

TCAF1

N-terminal domain of M60-like peptidases
Peptidase M60, enhancin and enhancin-like

translocation deletion
duplication inversion



chromosome 7

chromosome 7

g35 g35
-~ —
breakpointl breakpoint2
chr7:§;1§62102|0 ci|1r7:143863796

Coverage o,

0

“AEQ73264.3
ENST00000643T36.4 _ _

3 5;;;6;;;7;;_8|}4+|I|
| S R D R |

1 kbp

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

TCAF1
N-terminal domain of M60-like peptidases
Peptidase M60, enhancin and enhancin-like

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



chromosome 7

chromosome 7

g35 q35
-~ —
breakpointl breakpoint2
chr7éé.;1§62102|0 cr|1r7:143876622

N : :
E 1 1
o 1 |
3 1 |
O ! 1
0 1 1

1 1

“AEQ73264.3
ENST00000643T36.4 _ _

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

TCAF1
N-terminal domain of M60-like peptidases

Peptidase M60, enhancin and enhancin-like

translocation deletion
duplication inversion

\ 1 kbp
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



Coverage
a

0

chromosome 15

q24.3

breakpointl
chr15:763761§2

chromosome 15

q24.1

translocation
duplication

deletion
inversion

— JE—
breakpoint2

ck|1r15:73116540

NEO1
ENST00000558964.5 ,/

PR T T e e e

4 kbp |

RETAINED PROTEIN DOMAINS

reading frame unclear

S phase cyclin A-associated protein in the endoplasmic reticulum

Zinc—finger of C2H2 type

SCAPER
Immunoglobulin domain
Immunoglobulin domain
Immunoglobulin I-set domain

Fibronectin type Ill domain

Neogenin C-terminus-

introns not to scale

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 13 chromosome 13

Coverage

ql3.3 ql3.3
breakpointl breakpoint2
450 chr13:362486(|)6 ct|1r13:36202093
| |
[} ]
1 ]
1 ]
0 : :
1 1 n
(el eI dThee e e e
| | : ] I —I
1 )
" tepeiey . oo Tt SOHLH2 o -----mmmTTTTTTT
ENSTO0000508%735™ ~~--__ L _----77T ENST00000379883.8 - _ _ _ _
- I —— - T
L | I

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

CCDC169 SOHLH
Helix—loop—helix DNA-binding domain

translocation deletion
duplication inversion



chromosome 18

chromosome 18
gql2.3

g21.1

breakpointl breakpoint2
cll1r18:45678975

chr18:4866455|1

N
I
al
=

Coverage

3 kbp
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

CTIF SLIC14A2

Urea transporter

translocation deletion
duplication inversion



N
I
al
=

Coverage

chromosome 18 chromosome 18

g21.1 g12.3
— —
breakpointl breakpoint2
cr|1r18:45682319

chr18:4866455|1

1

3 kbp
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CTIF SLC14A2

Urea transporter

translocation deletion
duplication inversion



chromosome 7 chromosome 7

p21.1 p21.1
— —
breakpointl breakpoint2
chr7:17375055 chr7:17309936
42031 : :
> ! i
& | [
o 1 1
3 ! 1
(s} | [
0 1 1
1 ! 1
NS i N S P 0 S S S P S NI 1 Lo P S —
v .
~ HINE02888 e AHR el
ENST000004£0263-1. _ - ENST00000463496.1 P
10 -)-)E 11 - 12
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

AHR
Helix-loop-helix DNA-binding domain
PAS fold
PAS fold

translocation deletion
duplication inversion



chromosome 7 chromosome 7

p21.1 p21.1
T — )
breakpointl breakpoint2
chr7:17439731 chr7:17309936
42031 ! '

(] 1
g )
[ 1
g 1
(§] 1
0 1

1 ! 1

: i , :

TS~ LINC028BS - _ _ JPhae AHR e
ENST00Q00636703.1 ™~~~ _ -7 ENST00000463496.1 -7
10 -)-)-E 11 Y 12

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

AHR
Helix-loop-helix DNA-binding domain
PAS fold
PAS fold

translocation deletion
duplication inversion



breakpointl
chr71:173750§5

03

N
Coverage &

o

chromosome 7

p21.1

1
1
L

~ ~INE02888
ENST00000219263-1. _

@ 14 15 16 7,

translocation
duplication

1
B g Cag C oy VIR
1
1

deletion
inversion

breakpoint2
ckllr7:17322501

B B

10

AHR

ENST00000463496.1

p21.1

chromosome 7

12

10 -)-)-E 11

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

AHR

PAS fold

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 7 chromosome 7

p21.1 p21.1
— T
breakpointl breakpoint2
chr7:17375055 chr7:17338986
42031 : :
S ' |
@ ! |
9] ! |
3 0 \
O 1 |
0 1 1
1

1
ThAnT] [ ol pgabaldadshadeba sl 1 Lo P S —
1
1

! 1
1
il

_____________ AHR PUUPEEEEL
__________ ENST00000463496.1 _______——""

5 T v =

R

~ ~INE02888
ENST00000219263-1. _

N}

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



chromosome 7

chromosome 7

p21.1

p21.1
—_—
breakpointl breakpoint2
chr7:17451061 chr7:17322501
42031 : U

g’ ]
I l
[ 1
3 1
(§] I
0 1
1

B g Cag oy VIR

> _LINC0288B- - _ -
ENST00000419463.1 ™ ~ _ _-

10

AHR
ENST00000463496.1

12

10 -)-)-E 11

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

PAS fold

translocation deletion
duplication inversion

AHR

PAS fold

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



