chromosome 20 chromosome 20

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

13660 ! !

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 = 154
Discordant mates = 4
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

13660 ! !

g) ]

E 1

[ ]

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

Split reads =3
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
chr20:58671297 chr20:58691724
13660 ! !
% ]
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
Splitreads =1
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



breakpointl
chr17:15503098
765 — !

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 = 151
Discordant mates = 2

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



breakpointl
chr17:15503098
765 — !

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 = 45
Discordant mates = 0



5765

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 = 35
Discordant mates = 0



chromosome 17 chromosome 17

pl2 pl2
— —
breakpointl breakpoint2
chr17:1554578|5 cr|1r17:15440285
5765 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 = 21
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

3954 ! !
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 = 11
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 17

pl2

breakpointl
chr17:15540433
5765 !

Coverage

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
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



5765

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 = 2
Discordant mates = 0



chromosome 17 chromosome 17

pl12 pl2
T —
breakpointl breakpoint2
chrl7:15516419 chr17:15438200
3954 ! !
S 0 |
o ! !
o | |
3 0 1
() 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
chrl7:15555282 chrl7:15440285
5765 ! !
S |
¢ |
5} !
3 1
O 1
0 1
1

TVP23C N
ENST00000428082.6 R L

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

CDRT4
CMT1A duplicated region transcript 4 protein

TVP23C

translocation deletion
duplication inversion



chromosome 17 chromosome 17
p12 pl2

breakpoint2

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

5765

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

Splitreads =1
Discordant mates = 0

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q31.3 g31.3
- —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
3832 ! !
S ! [
E 1 1
[ | |
8 ! 1
O | [
0 1 1
1

' I:' I
1 : 1 v 4
1 o

! 1 1
! L il
~ ~ - .

. PCDHA6 . UL PCDHAC1 PP

o ENST00000378126.4 S —-mmT ENST00000253807.3 _ _ _ - - -

~ ~ - -
~ ~ --" -

2 kbp |
introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin-like
Cadherin domain
SUPPORTING READ COUNT
Split reads = 145
Discordant mates = 3

PCDHAG PCDHACG1

Cadherin C-terminal cytoplasmic tail, catenin—binding region

@ 14 15 16 7,

translocation deletion
duplication inversion



chromosome 5

chromosome 5

q31.3 g31.3
— —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
3832 : :
% ] [}
] ! |
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 = 145
Discordant mates = 3



chromosome 5 chromosome 5

ql3.2 gql3.2

breakpoint2
cI|1r5:71003857

breakpointl

chr5:69920867
8858 !

Coverage

b

1
\
\

\ GUSBP13
‘ENST00000506490.2

2 kbp |

introns not to scale

@ 1 15 16 4,

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads = 128
Discordant mates = 4

NAIP

Inhibitor of Apoptosis domain—

NACHT domain
NOD2 winged helix domain
NLRC4 helical domain-

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
13424 [ !

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 = 113
Discordant mates = 0

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
13424 [ [

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 = 113
Discordant mates = 0

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
13424 [ !

Coverage

\ PCDHGB2 N CeeemmmTT ~ 7 PCDHGA12 PSS
. ENST00000622527.1 . B ENST00000252085.4 ---T

\ 2 kbp
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L 48 reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 113
Discordant mates = 0

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
13424 [ [

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 = 113
Discordant mates = 0

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
13424 [ [

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 = 113
Discordant mates = 0

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
13424 [ [

Coverage

: - :

1 1
1 v 3
\

\ \ _-- -

R PCDHGB2 , -----°"" PCDHGC3 ___.- -
\ ENST00000622527.1 \ -7 ENST00000308177.5 _ __----~ -

\ 2 kbp |
introns not to scale

o 14 15 16 > RETAINED PROTEIN DOMAINS
L 48 reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C-terminal
|7 SUPPORTING READ COUNT
Split reads = 113
Discordant mates = 0

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
13424 [ [

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 = 113
Discordant mates = 0

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
13424 [ !

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 = 113
Discordant mates = 0

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

translocation deletion
duplication inversion



chromosome 3

chromosome 17
q29

923.2

— — |
breakpointl breakpoint2
chrl7:62560126 chr3:198180755

4912 ! :
g’ | |
E | ]
[ | |
3 | [
() | |
0 1 [

! 1

15
; |
Tl TLR2 T -o J/ FAM157A
~ T ENST00000326270.13 .-l . ENST00000634862.1 !
15
\ 3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 90

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

translocation deletion
duplication inversion



chromosome 17 chromosome 4

Coverage

ql2 q26
breakpointl breakpoint2
chrl7:34039043 chr4:118595912
1228 ! !
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 = 83

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

S b

AC110079.1

translocation deletion
duplication inversion



chromosome 7 chromosome 7

g21.3 g21.3
—
breakpointl breakpoint2
chr7:97928082 chr7:97872449
2109 — ! !
S ! !
g ! [
[} ! 1
3 f |
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 = 76
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 chr7:97869813
2109 : :
g | ]
E 1 1
o [ 1
3 | |
O ! 1
0 ! 1
: ! ! i — — — !
s R 10 OO OO0 00 O 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 = 12
Discordant mates = 0

ASNS

Glutamine amidotransferase domain

Asparagine synthase

translocation deletion
duplication inversion



Coverage n

194

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 = 54
Discordant mates = 0



N
s
©
g

Coverage

p22.3

breakpointl
chrl:855779£|34

AC092807.3

ENST00000498304.5

14 15 16
<}
> S M

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 = 16
Discordant mates = 0



chromosome 1
p22.3

chromosome 1

breakpointl
chr1:855758:|32

N
s
©
g

Coverage

)

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 n

194

breakpointl
chr1:854961f|56

translocation
duplication

chromosome 1 chromosome 1

p22.3

p22.3

deletion
inversion

breakpoint2
cr|1r1:85324883

-4

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

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



chromosome 8 chromosome 17

pl11.23 q23.3
N
breakpointl breakpoint2
chr8:38381799 chrl7:63873339
15602 ! !

Coverage

\ < -
NSD3 N S._ _CsHZ
ENST00000527502.5 \\\ _ENST08000392886.7
wW._ -7 T~
Hasipatigin
| 2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0

CSH2

Somatotropin hormone family

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 = 27
Discordant mates = 1




chromosome 15

chromosome 15
ql4 ql4
— —
breakpointl breakpoint2
chr15:39600845 chr15:39071608
13905 ! !
> |
E 1
[ 1
3 |
o 1
0 i
1

FSIPL Tl - TTTe--o__ . AC0I36521°
ENST00000642527.1 P

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

, 500 bp
introns not to scale '

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

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 15
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 8 chromosome 17
pl1.2

pl1.23

breakpoint2

breakpointl
cr|1r17:16299888

chr8:38177139
669 !

Coverage -

0

----------------------------------- BAG4 e PIGL P
ENSTO00000287322°6 ~""~"-mmm~ - _ _ _ _ __ g ENST00000225609.10 .-~

O -

'
w

F~ W

="

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

PIGL

BAG4
GIcNAc-PI de-N-acetylase

translocation deletion
duplication inversion



chromosome 8 chromosome 17

p11.23 p1l.2
—
breakpointl breakpoint2
65;‘:hr8:381771(>|’9 Cf|1r17:16284021

Coverage -
[e2]

1 I 1
1 3 P 4 P 5 | 1 b

| L | L | — |
1

______________________________________________________ BAG4 PIGL~™
o o _ ENST00000470116.2

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

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

translocation deletion
duplication inversion



1747

Coverage

chromosome 6

p21.31

breakpointl
chr6:3579745|9

translocation
duplication

deletion
inversion

No protein domains retained in fusion.

chromosome 6

p21.31

breakpoint2
ckllr6:35786998

1
[5—)—)—)—)2 3
1

]
-
-7 -
-

.-~ cLPsL1 .-
e ENST0000037386%.6

-

LW WL Y
LA AR A4 3

900 bp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



