chromosome 7 chromosome 7

ql1.23 ql1.23

breakpoint2

breakpointl
cll1r7:75327763

chr7:76511882
2825 ;

Coverage

Te-a L UPK3B TTTe-al L
TTe-o _ENST00000257632.9

1 PP 2 13 ——
S

700 bp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 337

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

translocation deletion
duplication inversion



chromosome 7 chromosome 7

ql1.23 ql1.23

breakpoint2

breakpointl
cll1r7:75327758

chr7:76511882
2825 ;

Coverage

----- _ _AC211486.3

T.ea UPK3B TTTe-al L 02114
-ENST00000412694.3. _ _ _

T~ =--__ _ENST00000257632.9

700 bp
introns not to scale

@ 14 15 16 7,

SUPPORTING READ COUNT

Split reads = 67

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

translocation deletion
duplication inversion



chromosome 7

ql1.23

chromosome 7

ql1.23

breakpointl
chr7:76511882
2825 !

Coverage

translocation deletion
duplication inversion

.- UPK3B
T~ =--__ _ENST00000257632.9

breakpoint2

CI’Ilr7:75325729

TT---___  _ _AC2114863
_____ 7 T ENST0Q000412694.3

700 bp

introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion.

Splitreads =1
Discordant mates = 1



chromosome 5

chromosome 5

q31.3 g31.3
— —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
5636 : :
] ] [}
g | i
9] 1 1
8 ! |
O | [
0 1 1
! i | i [ !
1 ! | | 1 2 4
| . L ! B |
" . o . K
Y PCDHA6 el - PCDHAC2 -7 -
S~ ENST00000378126.4 sl - -7 ENST00000289269.7 - -
N - — -
1 2 4
| e
\ 2 kbp |
' introns not to scale '
@ 1A 15 16 171
QL ¢ RETAINED PROTEIN DOMAINS

reading frame unclear

Cadherin-like
Cadherin domain

PCDHAG PCDHAG2

Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion

SUPPORTING READ COUNT

Split reads = 305
Discordant mates =5



chromosome 20 chromosome 20

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

21207 ! !

g) ]

E 1

[ 1

3 1

O 1

0 1

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

, NPEPL1 ‘
__________ e ENST00000525967.5 ’

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 279
Discordant mates = 11
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
21207 ! !
% ]
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 =3
Discordant mates = 2
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
13323 ; .

Coverage

1

1
1
4

\ t - _

. -
' PCDHGB2 : -7 PCDHGA10 --"
\ ENST00000622527.1 v ---" ENST00000398610.2 _ ---"

N N -- -

\ 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 = 172
Discordant mates = 3

PCDHGB2 PCDHGALO
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
13323 ; !

Coverage

N PCDHGB2 N -7 PCDHGA1L  ___---"777
\ ENST00000622527.1 N aemmT T ENST00000398587.7 ---""

\ 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 = 172
Discordant mates = 3

PCDHGB2 PCDHGAL1
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
13323 ; :

Coverage

\ PCDHGB2 N e PCDHGA12 e
\ ENST00000622527.1 N -7 ENST00000252085.4 _ _ - ---~"""

\ 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 = 172
Discordant mates = 3

PCDHGB2 PCDHGAL2
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
13323 ; !

Coverage

\ PCDHGB2 A pCcDHGA8 - --"" -

\ ENST00000622527.1 A ENST00000398604.3 _ __----""

\ 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 = 172
Discordant mates = 3

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
13323 ; !

Coverage

. R -
' PCDHGB2 : - PCDHGA9 ---"
\ ENST00000622527.1 . - ENST00000573521.1  _ __---""

N \ - ---

\ 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 = 172
Discordant mates = 3

PCDHGB2 PCDHGA9
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
13323 ; !

Coverage

1 . 1 4

| 1
1 v 4
\ -—" --
\ \ -

N PCDHGB2 e PCDHGC3 .- ---
\ ENST00000622527.1 \ -7 ENST00000308177.5 _ __----~ -

\ 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 = 172
Discordant mates = 3

PCDHGB2 PCDHGC3
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
13323 ; !

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 = 172
Discordant mates = 3

PCDHGB2 PCDHGC4
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
13323 ; :

Coverage

\ PCDHGB2 N Laee T PCDHGCS ~___---"77T
N ENST00000622527.1 et ENST00000252087.3 _ _ - -~~~ "~

\ 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 = 172
Discordant mates = 3

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

translocation deletion
duplication inversion



breakpointl
chr17:15503098
437 !

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 = 153
Discordant mates = 6

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



6437

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 = 47
Discordant mates = 2



breakpointl
chr17:15503098
437 !

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 = 2



chromosome 17

pl2

breakpointl
chr17:15540433
6437 ]

Coverage

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1

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

pl12 pl2

breakpoint2

breakpointl
cr|1r17:15440285

chr17:155164:|L9

N
@®
i
k]

Coverage

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 = 7
Discordant mates = 2

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
6437 X X
(] ] 1
g ' |
o | 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 =7
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



6437

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 = 4
Discordant mates = 0



chromosome 17

chromosome 8
p13.3

' (RN
— I/-/\\

breakpoint2
ct|1r17:106864

breakpointl
chr8:435707
2365 0

Coverage

10

T~ AC240565.1
_ _ ENST00000624936.2

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 122
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»
w

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 16 chromosome 16
g22.3 gq22.2

breakpointl breakpoint2
chr16:7295046|39 cr|1r16:72570515

ZFHX3 .l _-T S TT--_LNcais?z T
ENST00000268489.10 - -t~ - .- -ENSTOGOGOGZ{SZQA

Coverage
-
»
%
|4

5 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 77
Discordant mates =5

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 g22.2
— - P
breakpointl breakpoint2
ct|1r16:72427457

chr16:729504§9

Coverage
-
»
%
|4

ZFHX3 Seel_ T T~~._ _LINCO1572
ENST00000268489.10 - R - - EN T.09000624829.4

- ~
~

5 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 gq22.2
— - P
breakpointl breakpoint2
cr|1r16:72555326

chr16:729504§9

ZFHX3 el LT TS~ _LINC01572 7
ENST00000268489.10 -7 R - .- —EN'ST00090.624829.4

Coverage
-
»
%
|4

5 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16
q22.2

chromosome 16
g22.3

breakpoint2
ct|1r16:72523415

breakpointl
chr16:729504§9

MM‘MIIIE‘L“:

| \
.l .-t Tt LINCO1572
= - 'ENST80099624829.4

ZFHX3
ENST00000268489.10 - S~

Coverage

5 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2

ZFHX3

deletion
“=== inversion

«=== translocation
duplication



chromosome 16
g22.2

chromosome 16
g22.3

breakpoint2

breakpointl
chr16:7295046|39 cr|1r16:72479790

8968

Coverage

/
ZFHX3 DTS / LINC01572
ENST00000268489.10 - B - // ENST00000563770.5
- -/

l1im 2 B4 3¢

4 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2

ZFHX3

deletion
“=== inversion

«=== translocation
duplication



chromosome 16

chromosome 16
g22.3 q22.2
breakpointl breakpoint2
cr|1r16:72562086

chr16:729504§9

MM‘11H|‘M>

Coverage

ZFHX3
ENST00000268489.10

4 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 q22.2
— - P
breakpointl breakpoint2
cll1r16:72540611

chr16:729504§9

ZFHX3 .l _-T Tt~ LINCOI5T2
ENST00000268489.10 -7 R - - —E’N‘Srl—DOODQ624829.4

Coverage
-
»
%
|4

5 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 g22.2
N
breakpointl breakpoint2
ct|1r16:72617237

chr16:729504t|39

MM...H.II.‘L“,I | _

Coverage

- N v -
ZFHX3 Tteel_ -7 *. LINCD1572
ENST00000268489.10 _ - _ENST00000570152.2
_ - ~ <o - N
- P .

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads =3
Discordant mates =5

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 gq22.2
N
breakpointl breakpoint2
cr|1r16:72617553

chr16:729504§9

Coverage

MMMMII.E‘LM> _

ZFHX3 el T TS LINCO157Z
ENST00000268489.10 -7 - - _ ENST00000657725.1

4 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Split reads = 2
Discordant mates =5

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 g22.2
N
breakpointl breakpoint2
cr|1r16:72617234

chr16:729504§9

MMMMII.E‘LM> _

Coverage

ZFHX3 DRV "~ LINGO1572
ENST00000268489.10 -7 - - _ ENSTUOQ00657725.1

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Splitreads =1
Discordant mates =5

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 16

chromosome 16
g22.3 g22.2
-
breakpointl breakpoint2
ct|1r16:72523410

chr16:729504('|39

MMnill.i‘M: |

Coverage

ZFHX3 el _L-77T *._LINC01572
ENST00000268489.10 -7 Tt~ - . ENST00000664155.1
\ 4 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

ZFHX3

«=== translocation deletion
duplication == inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
5039 U
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 17 chromosome 4

Coverage

ql2 q26
breakpointl breakpoint2
chrl7:34039043 chr4:118595912
1220 ! !
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 = 60

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

S b

AC110079.1

translocation deletion
duplication inversion



Coverage n»

053

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 = 39
Discordant mates = 2



2053

Coverage

p22.3

breakpointl
chrl:855779£|34

AC092807.3

ENST00000498304.5

14 15 16
<}
> L N |

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 = 6
Discordant mates = 0



chromosome 1 chromosome 1

p22.3

P
j—

)

breakpoint2

breakpointl
chr1:85488291 chr1:85358847
2053 ! !
S 0 |
E 1 1
[ ! ]
3 0 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 = 2
Discordant mates = 3

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage

0

chromosome 12

TTTKERCA |
ENST00000369384.2~

translocation
duplication

deletion
inversion

chromosome 12

pl3.2

breakpointl
chr12:10407636

43 :

1

1

1

1

[}

:

1

©

KLRC4

KLRKL - - - -

RETAINED PROTEIN DOMAINS

reading frame unclear

KLRK1

Lectin C-type domain

p13.2
)
breakpoint2

cll'lr12:10388875

S e
1

| 900 bp ,
introns not to scale

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 2




chromosome 15

chromosome 15
ql4 ql4
— —
breakpointl breakpoint2
chr15:39600845 chr15:39071608
22458 ! !
> |
E 1
[ 1
3 '
o |
0 [
1

FSIPL - o - TTTe--o__ . AC0I36521°
ENST00000642527.1 -7

. _ - ----~ " "ENST00000560484.1

, 500 bp
introns not to scale '

>
(@]
o
=y
w
[e2]
[
N

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 13
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 15

chromosome 15
ql4

ql4

breakpointl breakpoint2
chr15:3960084|15

chr15:39190166
22458 !

Coverage

FSIPL  ~Tceel -7
ENST00000642527.1 ~ _--~" ~=-

, 700 bp
introns not to scale '

>
(@]
o
=y
w
[e2]
[
N

SUPPORTING READ COUNT

No protein domains retained in fusion. Splitreads = 1
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 9 chromosome 9

q22.33 q22.33
J—
breakpointl breakpoint2
chr9:97294991 chr9:97307736
1026 : :
& I :
9] | |
3 ' |
° o ' f
1 1
AN AL512590.2 AN . 7 CCDC180 L’
AN ENST00000531758.2 N ENST00000494917.6 L
| 2 kbp |
' introns not to scale '
CCbcigy
AL512590.2

SUPPORTING READ COUNT

Split reads = 12

Genes are not protein—coding. Di dant mat 3
iscordant mates =

translocation deletion
duplication inversion



chromosome 9 chromosome 9

q22.33 q22.33
J—
breakpointl breakpoint2
chr9:97290665 chr9:97307736
1026 : :
(]
g | |
1 1
§ : :
0 1 [
1 1
TTTeeil. ALSI259037 - , CCDC180
~ ENST00000531758.2 RN . ENST00000494917.6 !
\ 2 kbp |
' introns not to scale '
A 15 16
D A . 17%9
AL512590.2

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



chromosome 9 chromosome 9

022.33 g22.33
—_—
breakpointl breakpoint2
chr9:97291487 chr9:97307736
1026 : :
(]
Q | |
1 1
§ | :
0 1 i
1 1
DR - AL512590.2 T -~ . CCDC180 L/
~~ < _ ENST00000531758.2 el . ENST00000494917.6 L7
\ 2 kbp |
' introns not to scale '
A 15 16
D v . 17%9
AL512590.2

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q31.3 g31.3
- —
breakpointl breakpoint2
chr5:140830485 chr5:140927072
5636 ! !
% 1 1
E 1 1
) 1 1
8 ! |
O 1 |
0 1 1
1 ! : l ﬁ 1
1 : : 1 2 4
, I o
1 1
I\ L N _ 3
PCDHAG R JPtae PCDHAC1
Ss ENST00000378126.4 ~ P ENST00000253807.3 L7

i
1 1 2 4
E|—l 1 o

2 kbp |
introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

@ 14 15 16 7,

Cadherin-like

Cadherin domain
SUPPORTING READ COUNT
Split reads =3
Discordant mates =5
PCDHA6 CDHAC1
Cadherin-like
Cadherin domain

Cadherin cytoplasmic C—terminal

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

translocation deletion
duplication inversion



