breakpointl
chr17:15503098
078 — !

Coverage o

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 = 204
Discordant mates = 3

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



8078

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

TVP23C T -ol_ -
ENST00000428082.6 - —--

deletion
inversion

chromosome 17

pl2

breakpoint2
ck|1r17:15440285

RETAINED PROTEIN DOMAINS

TVP23C

reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CDRT4
CMT1A duplicated region transcript 4 protein

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 1



breakpointl
chr17:15503098
078 — !

Coverage o

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 = 46
Discordant mates = 0



chromosome 17 chromosome 17

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

5127 ! !
S 0 |
I | |
9] ! |
3 0 |
() 1 |
0 ' 1

1 1

H
H
IN
]

H

-

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

- ~

800 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17

pl2

breakpointl
chr17:15540433
8078 !

Coverage

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

1
7 n 3 | ;
| |
TVP23CT TT-ol -7 TTTteeellll L l-- CORTA™
ENST00000428082.6 - T Te-o R -t ‘ENSJ’QO_OQOGlQOSS.S
~~ bl :
I
I
RETAINED PROTEIN DOMAINS
reading frame unclear
Eukaryotic protein of unknown function (DUF846)
TVP23C CDRT4

translocation deletion
duplication inversion

CMT1A duplicated region transcript 4 protein



chromosome 17 chromosome 17

p12 pl2

breakpointl breakpoint2
chr17:%§2030?8 cll1r17:15453085

Coverage o

0

—
7 d 4
S|

\ 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 = 3

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
5127 ! !
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

Splitreads = 1
Discordant mates = 0

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
8078 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

Splitreads =1
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
19988 ; !

Coverage

1 X 1 4

1

1 1 !
1 v N 1
\ -

N N - -

N PCDHGB2 \ _.----"""" PCDHGC4 -
N ENST00000622527.1 . - ENSTO0000306593.1 _ _ ----

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L s reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 190
Discordant mates = 0

PCDHGB2 PCDHGC4
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl11.23

pl1.23
— —
breakpointl breakpoint2
chr8:37899071 chr8:38348215
57406 ! !

Coverage

1

|
RABL1FIP1 Yo
ENST00000330843.9 :
1

\ 4 kbp

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT
Split reads = 163

Discordant mates = 2

RAB11FIP1 NSD3
PWWP domain
AWS domain
SET domain

NSD Cys—His rich domain-
translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl11.23 pl11.23
— —
breakpointl breakpoint2
chr8:37899071 chr8:38318940
57406 ! !

Coverage

RAB11FIP1
ENST00000330843.9

\ 4 kbp

introns not to scale '

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0
RAB11FIP1 NSD

PWWP domain
AWS domain
SET domain
NSD Cys-His rich domain-—

translocation deletion
duplication inversion



10887

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 = 153
Discordant mates = 4
STX16 NPEPL1

M17 aminopeptidase N-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 20

q13.32

breakpointl

chr20:58671297
10887 ;

Coverage

translocation deletion
duplication inversion

chromosome 20

q13.32

—

breakpoint2
cr|1r20:58691724

RETAINED PROTEIN DOMAINS
reading frame unclear

|'Syntaxin

STX16 NPEPL1
M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

NPEPL1 ’
ENST00000525967.5 ’

\ 2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 20 chromosome 20

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

10887 ! !

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 20 chromosome 20

gq13.32 gq13.32
— —_—
breakpointl breakpoint2
chr20:58670603 chr20:58691724

10887 ! !

g) ]

© |

[ 1

3 1

O 1

0 1

1
[ 1 MR s e s 5 |
1

1

’ NPEPL1 ’
_________ ’ ENST00000525967.5 ’

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 17

chromosome 8
p13.3

' (RN
— I/-/\\

breakpoint2
ct|1r17:106864

breakpointl
chr8:435707
2579 U

Coverage

10

T~ AC240565.1
_ _ ENST00000624936.2

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 117
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 8 chromosome 17

p23.3 p13.3

D

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

Coverage pn,
(5]

10

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

\ 3 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
4988 [
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



1933

Coverage

chromosome 5

q31.3

(LR D R i

—

breakpointl
chrs: 14085841?6

chromosome 5

q31.3

breakpoint2
cr|1r5:140978949

@ 14 15 16 4

translocation
duplication

N —

il | | 1
| |
! I
_______________ PC-DHAJ.O_____ _,f—"‘PCDHAC1 _,-—"——
" ENST00060562220.2_ T T .- . ENST00000253807.3~ ~
Ijl_ :
\ 4 kbp |

7

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA10 PCDHAQ1
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0



Coverage

933

chromosome 5

(A RS AR T REIED

—

breakpointl
chr5:14085764}7

g31.3

chromosome 5

g31.3

breakpoint2
cr|1r5:140978949

|
1 S
1

@ 14 15 16 7,

translocation
duplication

_____________________ PCDHALD _.--" " PCDHAC1 -

deletion
inversion

1
il

ENSTO0D005622202 "~~~ =~--___ ___ T ENST00000253807.3 - ~

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 24
Discordant mates = 0

PCDHA10 PCDHAC1
Cadherin C—-terminal cytoplasmic tail, catenin—binding region




1933

Coverage

chromosome 5

(R RS AR TR D

—

breakpointl
chr5:1408584§6

@ 14 15 16 7,

translocation
duplication

g31.3

chromosome 5

g31.3

breakpoint2
cr|1r5:140978949

deletion
inversion

L —

1
il

______ _--~" PCDHAC2 -7
ENST00000562220.2 _ _ ~ """ ----o___ -7 ENST00000289269.7- = ~
El— :
| 4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA10 PCDHAQ2
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0



Coverage

933

chromosome 5

(R RS AR TR D

—

breakpointl
chr5:l4085764|17

g31.3

chromosome 5

g31.3

breakpoint2
cr|1r5:140978949

@ 14 15 16 7,

translocation
duplication

deletion
inversion

L —

1
il

PCDHAC2 -7

ENST00000289269.7- ~

RETAINED PROTEIN DOMAINS
reading frame unclear

4 kbp |

Cadherin-like
Cadherin domain

PCDHA10 PCDHAC2

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 1 chromosome 1

p32.3

Y TP | )
/

breakpointl

chr1:509597§7

breakpoint2
cr|1r1:167063737

5599 !
(4] 1
2 i
B .
g 1
(§] 1
0 [

19
FAF1 N ... __ePA33
ENST00000396153.7 "~ __ - -~ "ENSTQ0000367868.4
1 ST Te~a
\ 3 kbp |

' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA-like domain
i SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 0
FAF1 GPA33
Immunoglobulin domain

translocation deletion
duplication inversion



chromosome 17 chromosome 4

Coverage

ql2 q26
breakpointl breakpoint2
chrl7:34039043 chr4:118595912
1880 ! !
1 1
1 1
1 1
1 1
) 1
0 1 i
! 1 ! 1
1
» 3
1 : I gH{e - 8 10
1 1
: l :
TLK2P1 AN 7 AC110079.1 o
ENST00000530992.1 R L7 ENST00000567913.2 R
h h 5
[ 1 [Pb e B-pepp-{e B 10
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 97

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

S b

AC110079.1

translocation deletion
duplication inversion



1933

Coverage

chromosome 5

g31.3

breakpointl
chr5:14087 14E|)4

\ PCDHA11
\ ENST00000616325.1 N

1
1
1
1
1
I
T
1
1
I

chromosome 5

g31.3

s
1 29==3
— :

breakpoint2
cr|1r5:140978949

[ ]

_____ - PCDHACL1
_____ ENST00000253807.3

@ 14 15 16 7,

translocation
duplication

deletion
inversion

Cadherin-like
Cadherin domain

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

PCDHA11 PCDHACQ1

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



1933

Coverage

chromosome 5

g31.3

breakpointl
chr5:1408714£|94

@ 14 15 16 7,

translocation
duplication

PCDHA11
ENST00000616325.1

chromosome 5

g31.3

—

breakpoint2
cr|1r5:140978949

|
— ; W
I ]

deletion
inversion

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHA11 PCDHAQ2

Cadherin C—-terminal cytoplasmic tail, catenin—binding region

introns not to scale

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



Coverage pn

241

chromosome 1

p22.3

breakpointl
chr1:8549616|36

AC092807 3+ _

ENST00000498304.5 ~ « _

@ 14 15 16 7,

translocation
duplication

’

deletion
inversion

chromosome 1

)

breakpoint2
cr|1r1:85358847

o

-

Arginine deiminase

RETAINED PROTEIN DOMAINS

reading frame unclear

DDAH1

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2



2241

Coverage

p22.3

breakpointl
chrl:855779£|34

AC092807.3

ENST00000498304.5

14 15 16
<}
> L |

translocation
duplication

1

chromoso

me 1

chromosome 1

)

breakpoint2
cr|1r1:85358847

—————

deletion
inversion

Arginine deiminase

RETAINED PROTEIN DOMAINS

reading frame unclear

DDAH1

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 1 chromosome 1

p22.3

P
j—

)

breakpoint2

breakpointl
chr1:85488291 chr1:85358847
2241 : :
S 0 '
E 1 1
[ ! |
3 1 1
O ! 1
0 ! 1
1

| |
eee{Be® | : 5 e+ Heeelseed 2| L

1

1

1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1
p22.3

chromosome 1

JE—

breakpointl

chr1:85575832
2241 !
g’ ]
E 1
[ 1
3 1
(§] ]
0 1
1

)

breakpoint2
cr|1r1:85358847

1
N E e B s IO
, |

1

t s

AC092807.3"~_ ,*
ENST00000467666.2, 7 ~ < -
d

@ 1 15 16 4,
LN NIl

_DDAHL - - - -

RETAINED PROTEIN DOMAINS

translocation deletion
duplication inversion

Arginine deiminase

reading frame unclear

DDAH1

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



Coverage pn
N

chromosome 1 chromosome 1

p22.3
(LALLM RN LG DD
— )
breakpointl breakpoint2
1chr1:8549472|9 ck|1r1:85358847
: :
1 1
1 1
1 1
1 1
0 ! 1
1

——

2]
Qo
]
I
o
o]
-3
_ w0 ]
B

AC0928073 -~
ENST000004983045~ _ _

-

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



chromosome 1

chromosome 1
q44

(L 6 )
E—

g25.3

— P
breakpointl breakpoint2
chrl:246885493 chr1:184899309
11399 ! !
S '
E 1
[ 1
g 1
O [
0 [

1 [_

| 14 ;

: —

I_

AHCTF1 “-- et T =~ ___ NIBANL----
ENST00000366508.5 - - - - - ENST00000367511.4 _
_] T -- -
3 14
d
| 5 kbp |

introns not to scale

@ 1 15 16 4,
L |

RETAINED PROTEIN DOMAINS
reading frame unclear

beta—propeller of ELYS nucleoporin

Nuclear pore complex assembly

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1

AHCTF1 NIBAN1

translocation deletion
duplication inversion



chromosome 8

pl11.23

chromosome 8

pl1.23

—_— —_—
breakpointl breakpoint2

chr8:37899071 chr8:38400788
121489 ! !
S ' |
E 1 1
o | |
3 ' '
O [ 1
0 [ 1
1
]

22 F{k—@-l 19

1
: R e i

)
N

RAB11FIP1 A
ENSTO00000330843.9

1

1

1

1
1
N
1
1

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

|'C2 domain

FGFR1
ENST00000649678.1

4 kbp |

RAB11FIP1

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0



chromosome 8 chromosome 8

pl11.23 pl1.23
— —
breakpointl breakpoint2
chr8:37899071 chr8:38401636
121489 ! !
S |
E 1
2 :
(§] ]
0 1
1

1
22 M 19
1
1

1
l
RAB11FIP1 ‘o .7 FGFR1
ENST00000330843.9 T s ENSTO00000649678.1
1
1

\ 4 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

|'C2 domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

RAB11FIP1

translocation deletion
duplication inversion



chromosome 8 chromosome 8

pl11.23 pl1.23
— —
breakpointl breakpoint2
chr8:37899071 chr8:38403095
121489 ! !
S |
E 1
2 :
(§] ]
0 1
1

1
22 M| 19
1
1

NP FGFR1
\ -7 ENST00000649678.1

RAB11FIP1 A
ENSTO00000330843.9

\ 4 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

|'C2 domain

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

RAB11FIP1

translocation deletion
duplication inversion



chromosome 4 chromosome 20

028.2 ql1.22
- ) —
breakpointl breakpoint2
chr4:128809877 chr20:35263791
4238 : U
() ]
g !
[ 1
3 1
(§] ]
0 1
1 ! ‘ I 1
TR e HTEH 8 g i | 3
'
eaao - - -
=----=~“‘---t-‘__J‘A_D§1 ’,a"‘ MMP24 _,"‘
ENST000002263191t ==~~~ _ _ _ - ENST00000246186.8 -7

HHLE 9

\ 3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
MMPp24
Matrixin
Hemopexin
(DUF3377)

Domain of unknown function

translocation deletion
duplication inversion



chromosome 4 chromosome 20

028.2 ql1.22
- ) —
breakpointl breakpoint2
chr4:128809877 chr20:35267205
4238 ! !
() ]
g |
o |
3 1
(§] I
0 1
1 ! ‘ . 1
T lb{Eb b L 3 i | ; |
1 ! 1
I_ L‘ N ’I
TTteseee il JADEL PP MMP24 T
ENST000002263191t ==~~~ _ _ _ N -7 ENST00000246186.8 -7

ElepiHe 9

\ 3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0
MMP24
Matrixin-
Hemopexin

Domain of unknown function (DUF3377)

translocation deletion
duplication inversion



Coverage n

0

chromosome 4

q28.2

(RN N RN BURCTRRGRD

—

breakpointl

chr4:128810291
238 ;

translocation
duplication

deletion
inversion

1

BN g e Fl i H e D e E o s IR
1
1

Matrixin

chromosome 20

ql1.22

breakpoint2
cr|1r20:35263791

-7 MMP24

- ENST00000246186.8

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Hemo

p

=

exin

Domain of unknown function (DUF3377)

introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 4 chromosome 20

028.2 ql1.22
- . —
breakpointl breakpoint2
chr4:128811396 chr20:35263791

4238 ! !

() ]

g |

o |

3 1

() 1

0 1
1 ! 1
i 8-B-Eb bbb i | ; |
1 : 1
|_l-____-- s ’I
T JADEI T MMP24 e
ENST000006 109194~~~ .- ENST00000246186.8 .7

B 9

\ 3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0
MMPp24
Matrixin
Hemopexin
(DUF3377)

Domain of unknown function

translocation deletion
duplication inversion



chromosome 1

chromosome 1

p32.3 p32.1

breakpointl breakpoint2

chr1:53923904 chr1:59456961
3047 ! !

Coverage

THSPBLL .-~ S FGGY --
ENSTOOOOO;QAZI4’.‘10 =~ ---" ENST00000303721.12 -7

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

F5/8 type C domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

HSPB11
FGGY family of carbohydrate kinases, N-terminal domain

FGGY

FGGY family of carbohydrate kinases, C-terminal domain

translocation deletion
duplication inversion



chromosome 11 chromosome 11

q13.1 g13.3
0
breakpointl breakpoint2

chr11:65780442 chr11:69341510
7238 : :
S ' |
© 1 1
o | 1
3 i '
O [ 1
I 1
1

0
I 1 1
1 1
! 1 1
l\ ’

|
|
’ -
-

AP5B1 AN MYEOV
ENST00000532090.3 ,/ RN R EWQGO@O544008.1
, ~ N - . - i
T |7
2 kbp |

' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 14
Discordant mates = 0

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CG-1 domain
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

CAMTA1

translocation deletion
duplication inversion



