chromosome 5 chromosome 5

g31.3 q31.3
— —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 | !
] ] 1
g | i
9] 1 |
3 ) 1
&) 1 |
0 1 1
[ . T |
1 : 1 t 4
1 d
" . . .
\ PCDHGB2 N ______——"'—— PCDHGA10 ——______——"'
\\ ENST00000622527.1 \\ -7 --" ENST00000398610.2— -7 --
N - -
1 2 4
d
. 2 kbp |
' introns not to scale '
14 15 16 > RETAINED PROTEIN DOMAINS
22 T 28 reading frame unclear
Cadherin-like
Cadherin domain
|'Cadherin cytoplasmic C-terminal
SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4

PCDHGB2 PCDHGALO

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5

chromosome 5

q31.3

g31.3
- —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 ! !
g) ! [
I] 1 1
) 1 [
8 | |
O | [
0 1 1
1

! [
1 & 1
d

1
1 1
il

1
. _ -

' PCDHGB2 . . _----"""7" PCDHGAIL1
N ENST00000622527.1 S ENST00000398587.Z ="

\ A -
\ - -

2 kbp |

RETAINED PROTEIN DOMAINS
28 reading frame unclear

@ 14 15 16 7,

PCDHGB2 PCDHGA[1

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4



chromosome 5 chromosome 5

g31.3 q31.3
— —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 ! !
g) ! [
] ! |
9] 1 1
8 | |
O 1 [
0 1 1
1 ! ﬁ 1
1 : 1 4
I d
\ PCDHGB2 ' L ~” " PCDHGA12 el )
N ENST00000622527.1 N ee-mmTT T ENST00000252085.41 _____ ---"
\ - e
1 2 4
d
| 2 kbp |
' introns not to scale '
14 15 16 > RETAINED PROTEIN DOMAINS
15 il s reading frame unclear
Cadherin-like
Cadherin domain
|'Cadherin cytoplasmic C-terminal
SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4

PCDHGB2 PCDHGA[2

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
— —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 ! !
] ] [}
g | i
9] 1 |
3 ) 1
&) 1 |
0 1 1
| . T |
1 : 1 4
1 d
,\ ! . -
\ PCDHGB2 . CeeemmmTTTT PCDHGAS eememTTTTT
* ENST00000622527.1 N -7 T - ENST00000398604.3 _ _ _ - -~~~ -
\ - - -
1 2 4
d
\ 2 kbp |
' introns not to scale '
14 15 16 > RETAINED PROTEIN DOMAINS
22 T 28 reading frame unclear
Cadherin-like
Cadherin domain
|'Cadherin cytoplasmic C-terminal
SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4

PCDHGB2 PCDHGAS8

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
— —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 : :
(] ] 1
2 ! i
o 1 [
3 1 [
O 1 [
0 1 1
1 } 1
1 \ 1 B : 4
1
1 ! 1
\ l\ _—___J o---
\ PCDHGB2 ' -7 PCDHGA9 UL
' ENST00000622527.1 N e---TT - ENST00000573621.1 _ _ __---"~ -
\ 2 kbp |
! introns not to scale !
14 15 16 > RETAINED PROTEIN DOMAINS
15 T s reading frame unclear
Cadherin-like
Cadherin domain
|'Cadherin cytoplasmic C-terminal
SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4

PCDHGB2 PCDHGA9

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5

chromosome 5

q31.3

g31.3
- -—
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 ! !
g) ! [
E 1 1
[ ] 1
3 1 [
O | [
0 1 1
1

! [
1 = 1
S|

! 1 1
1
Il

. _ -

: PCDHGB2 . __----""""" PCDHGC3
* ENST00000622527.1 \ I ENST00000308177.5 _ __---

\
\ -=-- - -

2 kbp |

RETAINED PROTEIN DOMAINS
28 reading frame unclear

@ 14 15 16 7,

PCDHGB2 PCDHG(3

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion

introns not to scale

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4



chromosome 5 chromosome 5

g31.3 q31.3
— —
breakpointl breakpoint2
chr5:141362556 chr5:141494807
8744 : :
(] ] 1
g ' i
9] 1
8 | |
O 1 [
0 1 1
1 ! 1
1 ! 1 4
1
1 ! 1
\ ‘\ -____—‘ -
\ PCDHGB2 ' UL PCDHGC4 I
\\ ENST00000622527.1 \\ e--T --" ENSTOOOOO306593.1— -7 --
\ 2 kbp |
' introns not to scale '
14 15 16 > RETAINED PROTEIN DOMAINS
22 T 28 reading frame unclear
Cadherin-like
Cadherin domain
|'Cadherin cytoplasmic C-terminal
SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4

PCDHGB2 PCDHGC(C4

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5

g31.3
J—

breakpointl

chr5:141362556
8744 !
(4] ]
2 |
o 1
g )
o |
0 1
| 1
1 .
: \

\\ ‘\

. PCDHGB2 '
* ENST00000622527.1 .

chromosome 5

q31.3

—_—

breakpoint2
cl;1r5:141494807

1

@ 14 15 16 7,

deletion
inversion

translocation
duplication

1
__________ " PCDHGC5

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin domain

PCDHGB2 PCDHGC5
Cadherin C-terminal cytoplasmic tail, catenin—binding region

introns not to scale

Cadherin-like
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 476
Discordant mates = 4



chromosome 17 chromosome 1

p13.2

p11.2

N —
breakpointl breakpoint2
chrl7:19977592 chr1:111490762
4813 | |
S ' |
I 1 l
[ [} 1
3 [} ]
O [ 1
0 [ 1

3 1

- TMIGD3

1
:
AKAP10 N - .
b
1

ENST00000225737.11 N -7 AE—‘N'?:IO\OOOO369716.9
1 N - - i T~ ~.
+ brofls i
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 441

No protein domains retained in fusion. )
Discordant mates = 16

translocation deletion
duplication inversion



S
[0
=
w

Coverage

chromosome 17

p11.2

chromosome 1

p13.2

15

translocation
duplication

S
%
X

deletion
inversion

(ULACALAL Gl N LA i)
— N
breakpointl breakpoint2
cr|1r1:111488867

Chr17:199775£|)2

AKAP10 T _TMIGD3
_ -ENST00000443498.5

ENST00000225737.11

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 92

No protein domains retained in fusion. )
Discordant mates = 3



chromosome 17 chromosome 1

p13.2

p11.2

N —
breakpointl breakpoint2
chrl7:19977592 chr1:111489024
4813 | |
S ' |
I 1 l
[ 1 1
3 [} 1
O [ 1
0 [ 1

T

1
: -
AKAP10 ‘o “~<. _.--TTMIGD3
ENST00000225737.11 DN _--" T ~ENST00000369716.9

N - ~ o
N Ss.

|5 ety 5]

\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 13

No protein domains retained in fusion. )
Discordant mates =5

translocation deletion
duplication inversion



chromosome 17 chromosome 1

p13.2

p11.2

N —
breakpointl breakpoint2
chrl7:19977592 chr1:111486652
4813 : |
87 [} 1
IS 1 l
[ [} ]
3 i )
O [ 1
0 [ 1

1
:
AKAP10 N 7 TMIGD3
I\ -
1
1

1
o et s Jedded i

ENST00000225737.11 N PRs < ENST00000369716.9

2 kbp
introns not to scale

S
%
X

SUPPORTING READ COUNT

Split reads = 8

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

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 q24.2

breakpointl breakpoint2
chr7il.5£‘§7184871|’>6 ct|1r14:71964772

Coverage pn

0

~

Cijauiiass?

AC805993.1 L7 RGS6 7
ENSTOOOOD555\58~1.\1 L7 ENSTO00000556437.5 e

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

E Split reads = 246
.\ Discordant mates = 3
X
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71908434 chrl4:71964772
2753 ! !
g) ! [
o J !
[ | |
8 ! 1
O | [
0 1 1
1 1

BN et o WETN cog W oo o B as INENN

= 4

Ts-__  AC005993.I~-.__ RGS6 ,
'ENST00000655301.1 el P ENST00000556437.5 7

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 156
.\ Discordant mates = 7
[
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71916030 chrl4:71964772
2753 ! !
g) ! 1
o 0 !
[ ! [}
8 ! 1
o ] 1
0 1 [
1 1

Tl AC005993.1  ~~._ RGS6 .
~ ~ .ENST00000655301.1 Tl L’ ENST00000556437.5 7
= .

~

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 150
Discordant mates = 8
RGS6
DHEX domain

GGL domain
Regulator of G protein signaling domain-

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 q24.2
—_—
breakpointl breakpoint2
chr14:71908430 chrl4:71964772
2753 : !
g) 1
© 1
[ 1
3 1
(§] ]
0 1
1
1

B

\ e
| AC005993.1 . RGS6 -

ENSTO0000555581.1 \ -
\ 7z
N 7z

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 46
.\ Discordant mates = 7
X
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 gq24.2
—
breakpointl breakpoint2
chr14:71916030 chr14:72352095
2753 ! !
g) ! 1
o 0 !
[ | |
3 1 [
(&) ) |
0 1 [
1

) T~ - RGS6 »

Tl AC005993.1 ~~. .-
~ - ENST00000556437.5 o7

=~ .ENST00000655301.1 Se o -

~

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
RGS6
DHEX domain

GGL domain
Regulator of G protein signaling domain-

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G-protein signalling

translocation deletion
duplication inversion



chromosome 14

gq24.2

chromosome 14

q24.2

breakpoint2

breakpointl
cI:lr14:72352095

chr14:71908434
2753 ;

Coverage

BN et o WETN cog W oo o B as INENN

TT-<._  AC005993.1---_ P RGS6 -
ENST.00000655301.1 R Pae ENST00000556437.5 -7

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2
RGS6
DHEX domain

GGL domain
Regulator of G protein signaling domain-

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G-protein signalling

translocation deletion
duplication inversion



chromosome 14 chromosome 14

gq24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71869984 chrl4:71964772
2753 ! !
S 0 [
o J !
[ ! |
3 ! [
O ! [
0 1 1
1 1

BN et o WET cog W oo B as INENN

- [
= 4
s

T~ ACO05993.1 RGS6 .

ENST00008655301.1 = ~ - - L’ ENST00000556437.5 .

1 kbp |

introns not to scale

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

~
Split reads =5
.\ Discordant mates = 3
X
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14

q24.2
T

breakpointl

chrl14:71910652
2753 :
g) ]
E 1
[ 1
g 1
(§] ]
0 1
1

Ts-.__ AC005993.1 - . _
~ ENST00000656145.1 R

translocation deletion
duplication inversion

chromosome 14

q24.2

—_—

breakpoint2
ct|1r14:71964772

.7 RGS6 ,

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
.\ Discordant mates = 7
X
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-




chromosome 14 chromosome 14

q24.2 q24.2

breakpointl breakpoint2
chr7154§7184872|8 ct|1r14:71964765

Coverage pn

o

Cijauiiass?

1
1
L

~

AC8Q5993.1 o7 RGS6 7
ENST00000555581,1 L7 ENST00000556437.5 7
S 0~ . P
. gt
=
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

E Split reads = 4
.\ Discordant mates = 3
X
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 gq24.2

breakpointl breakpoint2
chr7il.5£‘§7184871|’>6 cr|1r14:72352095

Coverage pn

0

16 H P 18]

~ L I -

AC805993.1 e RGS6 .-
ENSTOOOOD55558~1.\1 _-7 ENSTO00000556437.5 g

Bl

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

RGS6

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G-protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14

q24.2

breakpointl

chrl4:71919246
2753 !
(] 1
g |
[ 1
3 1
O 1
0 1
1

S AC005993.1 .
Sl ENST00000655301.1 N

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling

translocation deletion
duplication inversion

chromosome 14

q24.2

—_—

breakpoint2
cI|1r14:71964772

RGS6
ENST00000556437.5

RETAINED PROTEIN DOMAINS
reading frame unclear

RGS6
DHEX domain

GGL domain
Regulator of G protein signaling domain-

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 8



chromosome 14

q24.2
T

breakpointl

chrl14:71910652
2753 :
g) 1
© |
[ 1
3 |
o 1
0 1
1

Ts-.__ AC005993.1 - . _
~ ENST00000656145.1 R

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G-protein signalling DHEX domain

translocation deletion
duplication inversion

chromosome 14

gq24.2

breakpoint2
cr|1r14:72352095

RGS6

RETAINED PROTEIN DOMAINS
reading frame unclear

RGS6

GGL domain

1 kbp |

Regulator of G protein signaling domain-

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 14 chromosome 14

q24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71908430 chr14:72352095

2753 : !
g) ]
E 1
[ 1
3 1
(§] ]
0 1
1

1

Cijauiiass?

v -
' AC005993.1 I RGS6 .-
ENST00000555581.1 - ENST00000556437.5 o7
\ N Pid - _- -
2 1+ 18
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
.\ Discordant mates = 2
[T
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

Regulator of G-protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 14 chromosome 14

q24.2 q24.2

breakpointl breakpoint2
chr7il.5£‘§7184871|’>6 cr|1r14:72454528

Coverage pn

0

ol ]

~ L —‘ -

AC805993.1 =T RGS6 .-
ENSTOOOOD555\58~1.\1 .- ENSTO00000556437.5 _--

P

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

RGS6

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling DHEX domain

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



chromosome 22 chromosome 22

ql1.23 ql3.2

breakpointl

breakpoint2
chr22:2318223|9

chr22:42799160
22855 U

oIAMIIN|||.n|||llllmn

Coverage

MNP ARFGAP3
PN ENST00000263245.10

\ 3 kbp
introns not to scale

RS 1 15 16 4,
[

RETAINED PROTEIN DOMAINS
reading frame unclear

Bcr—Abl oncoprotein oligomerisation domain

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 2

BCR ARFGAP3

«=== translocation deletion
duplication == inversion



chromosome 22 chromosome 22

ql1.23 q13.2
J—
breakpointl breakpoint2
chr22:23179832 chr22:42799160
18174 ! !
g ' !
g ! '
) 1 1
3 ! |
(&) 1 1
0 1 1
1 ! 1
: | 16 15 1 13 12 11 104 o 744 6 M5 4 B 2 6 1
L : .
T TTYesBCR. el -7 ARFGAP3
ENST00000479288:5. _ _ T ENST00000263245.10
16

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58673711 chr20:58691724

17162 ! !

g) ]

E 1

[ 1

3 1

O 1

0 1

1
(1 PH2o-ie e HisHe - g |
1
1
1

, NPEPL1 L
- 4
- -ENST00000358029.8 T T---__ , ENSTO00000525967.5 ’

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 166
Discordant mates = 3
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
chr20:58671297 chr20:58691724
17162 ! !
% ]
E 1
[ 1
3 1
O 1
0 1

1
(1 Har-ap-Ha-eH s g |
1
1
1

______________ . NPEPL1 ’
__________ . ENST00000525967.5 ’

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



breakpointl
chr17:15503098
865 — !

Coverage n

0

chromosome 17 chromosome 17

p12 pl2

breakpoint2
ct|1r17:15440285

- CDRT4

T TENST00000619038.5

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



breakpointl
chr17:15503098
865 — !

Coverage n

0

chromosome 17

p12

chromosome 17

pl2

translocation
duplication

deletion
inversion

breakpoint2
cI|1r17:15438200

=

_--CDRT4 ~

- - -~ 77 - ENST00000619038.5

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1



chromosome 17 chromosome 17
p12 pl2

breakpoint2

breakpointl
chrl7:15545785 chrl7:15440285

4865 ! :
S 0 |
E 1 1
o 1 1
3 ! 1
O [ )
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 = 38
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17 chromosome 17

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

3195 ! !
S 0 |
I | |
9] ! |
3 0 |
() 1 |
0 f 1

1 1

H
H
IN
]

H

-

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

- ~

800 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



s
o)
(2]
a1

Coverage

chromosome 17

pl2

breakpointl
chr17:155457§5

translocation
duplication

TVP23C

ENST00000428082.6 _--" RN

deletion
inversion

chromosome 17

pl2

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

breakpoint2
cI:nr17:15438200

1 kbp

RETAINED PROTEIN DOMAINS

TVP23C

Eukaryotic protein of unknown function (DUF846)

reading frame unclear

CDRT4
CMT1A duplicated region transcript 4 protein

introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0



s
o)
(2]
a1

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 = 6
Discordant mates = 0



chromosome 17 chromosome 17

pl12 pl2
T —
breakpointl breakpoint2
chrl7:15516419 chr17:15438200
3195 ! !
S 0 |
o ! !
o | |
3 0 |
() 1 |
0 f 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



s
o)
(2]
a1

Coverage

chromosome 17

pl2

breakpointl
chr17:155457§5

translocation
duplication

TVP23C
ENST00000428082.6

deletion
inversion

chromosome 17

pl2

breakpoint2
cr|1r17:15453085

~~~~~~~~~~~~~~ _CDRT4-

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

Splitreads =1
Discordant mates = 0



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
6619 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 2

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 17

q23.2

breakpointl

chrl7:62552397
6619 :
g’ 1
E )
[ )
g )
(§] ]
0 1

translocation deletion
duplication inversion

No protein domains retained in fusion.

chromosome 17

p13.3

 (ENUIEED

breakpoint2
cr|1r17:106864

TS AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



1012

Coverage

chromosome 5

(R RS AR L EIED

—

gq31.3

breakpointl
chr5:1408035£|)1

@ 14 15 16 7,

translocation
duplication

L

PCDHA3
~ =~ _ _ENST00000532566.3

deletion
inversion

chromosome 5

g31.3

breakpoint2
cl;nr5:140978949

I
| 1 D)-135 4
1 L1 i
1
1
___----"""7 PCDHAC2 e
P ENST00000289269.7 _ _ - -~~~
~_ - - ! -=--
D=)-133 4
I l
) 2 kbp I

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain

PCDHAS3 PCDHAQ2
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