29046

Coverage

chromosome 19

pl2

—_—

breakpointl
Chr19:220107?2

translocation
duplication

deletion
inversion

ZNF208
ENST00000397126.9

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNF208
Zinc finger, C2H2 type

IKZF3

chromosome 17

ql2

breakpoint2
cr|1r17:39792933

<. JkzRg T
__ - “ENST00000535189.5

3 kbp

introns not to scale '

SUPPORTING READ COUNT

Split reads = 1486
Discordant mates = 0



chromosome 19

pl2

breakpointl

chr19:22009488
29046 ;

Coverage

ZNF208
ENST00000597040.1

translocation deletion
duplication inversion

s

chromosome 17

gql2

Zinc finger, C2H2 type

breakpoint2
cr|1r17:39792933

RETAINED PROTEIN DOMAINS
reading frame unclear

IKZF3

\ 1 kbp
introns not to scale

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0



29046

Coverage

chromosome 19

pl2

—_—

breakpointl
chr19:220107$|36

translocation
duplication

deletion
inversion

ZNF208
ENST00000397126.9

RETAINED PROTEIN DOMAINS
reading frame unclear

ZNF208
Zinc finger, C2H2 type

IKZF3

\ --

chromosome 17

ql2

breakpoint2
cl|1rl7:39792921

SR v
__ - -ENST00000535189.5

3 kbp

introns not to scale '

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

chromosome 17
pl2 ql2
—
breakpointl breakpoint2
29046

Chr19:220107?2

C||1rl7:39777767

Coverage

ZNF208
ENST00000397126.9

’
\

~

\ 3 kbp
introns not to scale '

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 19

chromosome 19

p13.11

p13.11
breakpointl
chr19:19492712
12027 !
(] 1
g !
[} 1
3 1
O 1
0 1

breakpoint2
cr|1r19:19659987

translocation
duplication

deletion
inversion

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 692

Coiled-coil and interaction region of P66A and P66B with MBD2
i Discordant mates = 0

GATAD2A ATP13A1
E1-E2 ATPase

haloacid dehalogenase-like hydrolase




Coverage &

chromosome 19

p13.11

breakpointl
chr19:19465614
027 !

chromosome 19

p13.11

breakpoint2
cr|1r19:19659987

translocation
duplication

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

GATAD2A ATP13A1
E1-E2 ATPase
haloacid dehalogenase-like hydrolase

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0



chromosome 19 chromosome 17

p13.11 ql2

breakpointl breakpoint2

chr19:18856300 chrl7:39674679
24055 !

Coverage

N}
N
> ]
moom
CRI]

ENST00000599848.5 T Te=-o___ __ - ENST00000619169.4

__________________ UPFL T T~-._ PGAR3Z -~

\ 3 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA helicase (UPF2 interacting domain)
RNA helicase UPF1, 1B domain

Type lll restriction enzyme, res subunit

AAA domain
SUPPORTING READ COUNT
Split reads = 458
Discordant mates = 0
UPF1 PGAP3

translocation deletion
duplication inversion



chromosome 19

p13.11

breakpointl

chr19:18856300
20831 !

OIL‘II.‘lldI‘h

Coverage

chromosome 17

ql2

breakpoint2
cr|1r17:39676755

«=== translocation deletion
duplication inversion

2 kbp

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA helicase (UPF2 interacting domain)

UPF1

RNA helicase UPF1, 1B domain

introns not to scale

Type Ill restriction enzyme, res subunit

AAA domain

PGAP3

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 0



chromosome 19

p13.11

15452

Coverage

12

translocation
duplication

deletion
inversion

ELL
ENST00000262809.9

—

breakpointl
chr19:1852192|1

RETAINED PROTEIN DOMAINS

reading frame unclear

|'RNA polymerase Il elongation factor ELL

chromosome 19

pl12

breakpoint2
ck|1r19:22043188

~-.__ AC0039731
W e--TT “ENST00000669253.1
VM- 7 §‘~\~~
(4] B B

| 2 kbp ,

I

introns not to scale

ELL

SUPPORTING READ COUNT

Split reads = 411
Discordant mates = 0



chromosome 19 chromosome 19

p13.11

pl12
breakpointl breakpoint2
chr19:18521921 chr19:22043525
15452 ! !

Coverage

12

ELL N TTt- - _AC003973.31° 7
ENST00000262809.9 R ___ - - - ENST00000669253.1

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|'RNA polymerase Il elongation factor ELL

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0

ELL

translocation deletion
duplication inversion



chromosome 19 chromosome 19

p13.11

pl12
breakpointl breakpoint2
chr19:18521921 chr19:22052375
15452 ! !

Coverage

1
|8 Fe{7jedoeisieq 4 o3 ey

12

ELL N T Tt~ _AC003973.
ENST00000262809.9 DN " ENST@OO&GGGQZ{)Q.I

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|'RNA polymerase Il elongation factor ELL

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

ELL

translocation deletion
duplication inversion



chromosome 19

p13.11

15452

Coverage

—

breakpointl
chr19:1852192|1

translocation
duplication

ELL
ENST00000262809.9

RETAINED PROTEIN DOMAINS
reading frame unclear

|'RNA polymerase Il elongation factor ELL

chromosome 19

p12

breakpoint2
cr|1r19:22035209

. _--""  AC003973.1
. IR ENST00000669253.1

\ 2 kbp
introns not to scale

SUPPORTING READ COUNT

ELL

deletion
inversion

Split reads = 2
Discordant mates = 0



chromosome 19 chromosome 19

pl3.11 pl12
N
breakpointl breakpoint2
chr19:18521921 chr19:22046312
15452 | !
g 1
¢ |
5} |
3 (Y |
© 0 - o« wd 1 R o o8 B a :
1
1
)
| 7 s o

~ - ’
ELL : >~ AG003973.1
ENST00000262809.9 N - ENSTQOOOOGOOO?l.l

|
[N ~

3

\ 1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Il elongation factor ELL

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

ELL

«=== translocation deletion
duplication inversion



breakpointl
chr17:53970031|1

43588

Coverage

0

chromosome 17

ql2

translocation
duplication

deletion
inversion

ERBB2

RETAINED PROTEIN DOMAINS
reading frame unclear

chromosome 19

p13.11

breakpoint2
cr|1r19:19182683

__BORCS8

_ - - - ~ENST00000488252.6

pL e |

BORCSS8

BLOC-1-related complex sub-unit 8

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 0



chromosome 17 chromosome 19

gl2 p13.11
breakpointl breakpoint2
ﬁg%gbsQ?OOSlll ct|1r19:19182683

N : :
o | !
[] | 1
8 | :
0 1 1

1

44

TTe- L MER2B--"
_ _ - ENST00060444486.7

ENSTO000026957 110~ )
| 3 kbp |
' introns not to scale '
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 254
Discordant mates = 0
ERBB2 MEF2B

SRF-type transcription factor (DNA-binding and dimerisation domain)

translocation deletion
duplication inversion



chromosome 17 chromosome 19

gl2 pl3.11
breakpointl breakpoint2

chr17:397003:|ll cr|1r19:19150764
435880 ! !
g | |
9] | 1
3 | |
O ! 1
0 1 1
1

-~ _ERBB2 Te.._ _MEF2B°
577 - ’ENSTOQOPO444486.7

a CUEERN S

3 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 169
Discordant mates = 0

ERBB2 MEF2B

SRF-type transcription factor (DNA-binding and dimerisation domain)

translocation deletion
duplication inversion



chromosome 17

chromosome 19

ql1.2 p13.11
T
breakpointl breakpoint2
chrl7:29929938 chr19:18562036

15180 : :
S | '
© 1 1
5 1 1
3 i '
O [ 1
0 [ i
)

16

translocation deletion
duplication inversion

B4
| |

SSH2 . Kkxp1 -
ENST00000540801.6 '. N ,‘ENST00000597438.5
] \\ /, l 4
3= 5
e
| 3 kbp |
! introns not to scale !
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 126
Discordant mates = 0
SSH2 KXD1

Uncharacterized conserved protein



chromosome 17

chromosome 19

ql1.2 p13.11
T
breakpointl breakpoint2
chrl7:29848849 chr19:18562036

15180 : :
S | '
© 1 1
5 1 1
3 ' '
O 1 1
0 [ i
)

16

translocation deletion
duplication inversion

B4
| |

1
)
’

SSH2 . Kkxp1 -
ENST00000540801.6 N ’ /ENST00000537438.5
N 4 7’

1
N
e
229713293 5

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 0

SSH2 KXD1

Uncharacterized conserved protein



chromosome 20

chromosome 20
ql3.32 ql3.32
— —
breakpointl breakpoint2
chr20:58673711 chr20:58691724

4760 ! !
g) 1
] |
§ )
) ]
o ]

1

0
1
[2 HRrsi-Ha s g |
1
1
1

““““ STXI6 ™ ~==---____ . NPEPL1 ,
- ’ ENST00000525967.5 ,

2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 60
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2
Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 8 chromosome 5

g22.2 32
— —
breakpointl breakpoint2
chrg:100309867 chr5:150273159
2604 ! !
g) ! 1
¢ | |
9] 1 |
8 ! ]
(&) 1 1
0 i 1
1
10
RNF19A N T T CAMK2A - -----=""""""
. ENST00000672396.1

ENST00000341084.7 - --"ERSToDoo06723081 ___

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0

CAMK2A

Protein kinase domain

Calcium/calmodulin dependent protein kinase Il association domain

translocation deletion
duplication inversion



1497

Coverage

chromosome 17

ql2

translocation
duplication

deletion
inversion

FBXL20
ENST00000583610.5

breakpointl
chr17:394013§1

No protein domains retained in fusion.

—_

AN
N
/ N

chromosome 17

q21.2

breakpoint2
ck|1r17:40928259

AC004231.1 L ’
ENST00000418393.1 ,~

s

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1



1497

Coverage

chromosome 17

ql2

breakpointl
chr17:3940217|3

FBXL20 A~
ENST00000577399.5 AN

No protein domains retained in fusion.

translocation deletion
duplication inversion

chromosome 17

q21.2

breakpoint2
cl?r17:40928259

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

2 P e
i )
AC004231.1

e ENST00000418393.1 -~



1251

Coverage

chromosome 6

q21

@ 14 15 16 7,

translocation
duplication

ATG5
ENST00000369076.8

deletion
inversion

breakpointl
chr6:1063161(l)1

)

chromosome 6

q23.3

—

8 aa” g Bl galig g Bicg O
1
1

breakpoint2
cll1r6:135809847

LINC00271 -
ENST00000655302.1 _--"

RETAINED PROTEIN DOMAINS

reading frame unclear

ATG5

\ 2 kbp |
introns not to scale

Autophagy protein Apg5
SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



2280

Coverage

chromosome 17

ql2

breakpointl
chr17:340390£|13

chromosome 4

S b

AC110079.1

translocation
duplication

TLK2P1

ENST00000530992.1

deletion
inversion

1
1
1
1
1
1
1
1
1
1
]
1
1
L

Genes are not protein—coding.

introns not to scale

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0

q26
breakpoint2
ck|1r4:118595912
1
1
1
1
1
i
1 ! 1
| B He - 8 10
: 5 !
AC110079.1
R L7 ENST00000567913.2 7
[t Psbe P-Hebi-{a e 10
. 2 kbp |



737

Coverage

chromosome 8

p23.3

breakpointl
Chr8:4357(|)7

@ 14 15 16 7,

translocation
duplication

chromosome 7

pl1.2

breakpoint2
cI:nr7:55796092

10

deletion
inversion

No protein domains retained in fusion.

" SEPTIN14
ENST00000388975.4

~
~

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 19 chromosome 17

p13.11 gl1.2
—
breakpointl breakpoint2
chr19:19732956 chrl7:31325820
9066 : :
S ! |
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3 ! 1
O ! i
0 ' 1
1 1
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. UTETTIE
1 | 1

NF1

ZNF14 Y\ -
0003582739  _ _ ___-----"""

ENST00000344099.4 \‘\ ________________ ENSTOO

5 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

ZNF14 NF1
Divergent CRAL/TRIO domain

translocation deletion
duplication inversion



chromosome 19 chromosome 17

p13.11 gl1.2
—
breakpointl breakpoint2
chr19:19733009 chr17:31325820
9066 : :
S ! |
o ! !
[ ! |
3 ! 1
(&) 1 1
0 1 1
II 1
¢ d ! ! !: ! ! ! ! ! I:~| I: | ‘- |:‘ l: ‘:: i : I AI::| II. '=4 ’= ‘!;: :|:‘|| :~ “!I |: l‘l I % =I‘ !: I'E E ~i I | I I: I: :! I .|. =.|; :!v: '= %
i UTETTIE
1

ZNF14 L NFL L eemmmTTTT
ENST00000344099.4 N eemmmT T ENST00000358273.9 _ __----""7"7"
. o ieeeses=TTTTT . ENSTO00003582739

5 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

NF1
Divergent CRAL/TRIO domain

translocation deletion
duplication inversion



5070

Coverage

chromosome 19 chromosome 17
p12 gll.2

breakpointl breakpoint2
chr19:2219301|.6 cll1r17:32284659

R I

—

ZNF676 el 7 RHBDL3 .-
ENST00000650058.1 PR P - - - ENST00000538145.5 g -
3l 2 L4 PH-H 5 6 ——
| 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0

ZNF676 RHBDL3

EF-hand domain pair
Rhomboid family

«=== translocation deletion
duplication == inversion



5070

Coverage

chromosome 17

chromosome 19
qll.2

pl2

breakpointl breakpoint2
chr19:2219301|.6 cr|1r17:32288792

“.LA‘:lil_..h.._-.A_
I

ZNF676 el 7 e RHBDL3 -
ENST00000650058.1 PR RN P ENST00000538145.5 -7 -

\

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0

ZNF676 RHBDL3

EF-hand domain pair
Rhomboid family

«=== translocation deletion
duplication == inversion



chromosome 8 chromosome 5

q24.3 g35.2

breakpoint2
cf|1r5: 174994441

breakpointl
chr8: 14076421?4

2610 X X
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8 [ 1
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0 [ 1
| 1
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L
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l !
PTK2 R .. -LINC01951
ENST00000519419.5 P T _ - ~"ENST00000377300.3
\ 3 kbp |
' introns not to scale '
@ 14 15 16 7,
Ll ¢ RETAINED PROTEIN DOMAINS

reading frame unclear

FERM N-terminal domain
FERM central domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

PTK2

translocation deletion
duplication inversion



chromosome 8 chromosome 5

q24.3 g35.2
— N
breakpointl breakpoint2
chr8:140764234 chr5:174976532
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O [ 1
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1

3 |-(-EH 1

1
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. - v -7 LINC01951

PTK2 Tt __--" >
i .-~ ENST00000377300.3

3 kbp |
' introns not to scale

14 15 16,
D ‘ 71

L S RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N-terminal domain
FERM central domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

PTK2

translocation deletion
duplication inversion



chromosome 6 chromosome 6

pl2.3 pl2.1
— —
breakpointl breakpoint2
chr6:47606277 chr6:56182656

3208 : :
S I |
¢ ! |
9] ! |
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1

18 |

Uik

= =~ - _ ENST00000359314.5

4 kbp |

' introns not to scale

14 15 16,
D ‘ 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH3 domain
i SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

CD2AP COL21A1

von Willebrand factor type A domain
Collagen triple helix repeat (20 copies)

translocation deletion
duplication inversion



chromosome 8 chromosome 5

gq22.2 g32
breakpointl breakpoint2
chr8:100309867 chr5:150298612
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RNF19A % el __--ARSI
ENST00000341084.7 N - - 7= ENST00000328668.8
Wo__---"" Tt~
\ 2 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0

ARSI

Sulfatase

translocation deletion
duplication inversion



chromosome 19 chromosome 19

p13.11 p12
breakpointl breakpoint2
chr19:19668966 chr19:21489665
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TTII<LZNF101 - LINC00664 -

ENST0000031848.8~ - - .- ENST00000596718.5 -

\ 2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =9

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

translocation deletion
duplication inversion



chromosome 1 chromosome 11

p36.12 q24.3
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breakpointl breakpoint2
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\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium/calmodulin-dependent protein kinase Il inhibitor
CAMK2N1 [

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

CAMK2N1 ARHGAP32

translocation deletion
duplication inversion



chromosome 17

chromosome 17
g21.33

gqll.2

breakpoint2

breakpointl
chrl7:323162£|)2 cr|1r17:49622876

2240

Coverage

T RHBDL3 -
RS ENST00000538145.5 .. iieemmmmTE

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

EF-hand domain pair
Rhomboid family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0

RHBDL3 SPOP
MATH domain
BTB/POZ domain

translocation deletion
duplication inversion



chromosome 17

gll.2

breakpointl

chrl7:32305441
2240 !
S |
IS )
[ I
3 1
O 1
0 1

T RHBDL3
ENST00000538145.5

translocation deletion
duplication inversion

chromosome 17

q21.33

RETAINED PROTEIN DOMAINS

reading frame unclear

EF-hand domain pair

RHBDL3

|'Rhomboid family

SPOP
MATH domain
BTB/POZ domain

breakpoint2
cr|1r17:49622876

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 17

gqll.2

breakpointl

chrl7:32316292
2240 !
S |
E 1
[ ]
3 1
O 1
0 1

S~ RHBDL3
N ENST00000538145.5

translocation deletion
duplication inversion

chromosome 17

q21.33

RETAINED PROTEIN DOMAINS

reading frame unclear

EF-hand domain pair

RHBDL3

Rhomboid family

SPOP
MATH domain
BTB/POZ domain

breakpoint2
cI|1r17:49636809

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



chromosome 17

gll.2

breakpointl

chrl7:32298204
2240 !
g) ]
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translocation deletion
duplication inversion

chromosome 17

q21.33

RETAINED PROTEIN DOMAINS
reading frame unclear

EF-hand domain pair

RHBDL3

|'Rhomboid family

SPOP

MATH domain
BTB/POZ domain

breakpoint2
cr|1r17:49622876

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 19 chromosome 19

p13.11 p13.11
breakpointl breakpoint2
Chrllgb 172323390 cllwr19:18435607
1
& : :
[] ! 1
3 0 |
() 1 1
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ISYNAL
ENST00000338128.13

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium—activated chloride channel

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

ANOS8 SYNAL
Myo-inositol-1-phosphate synthase
Myo-inositol-1-phosphate synthase

translocation deletion
duplication inversion



chromosome 19

chromosome 19
p13.11 p13.11
breakpointl breakpoint2
chr19:17324894 chr19:18435483
18078 ! !
S
o
[
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o
0

ISYNAL
ENST00000338128.13

\ 2 kbp
introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium—activated chloride channel

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0

ANO8

ISYINAL
Myo-inositol-1-phosphate synthase
Myo-inositol-1-phosphate synthase

translocation deletion
duplication inversion



chromosome 11 chromosome 11

gl3.1 ql3.1

breakpointl breakpoint2
chr11:636519§6 ct|1r11:63658787
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Coverage
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4 -

ATL3 R —--T APDQO753.2
ENST00000538786.1 - - _ EN%TDOm6540307.1

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate-binding protein, N-terminal domain
|7 SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

ATL3

translocation deletion
duplication inversion
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chromosome 5

ql2.3

breakpointl
chr5:659948§4

I

chromosome 5

ql5

—

breakpoint2
cI?r5:96722639

RS 1 15 16 4,

translocation
duplication

deletion
inversion

ERBIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

Calpain inhibitor

4 kbp |
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