chromosome 5 chromosome 5

g31.3 q31.3

breakpointl breakpoint2

chr5:141362556 chr5:141494807
20863 ; !

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 = 767
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
20863 ; :

Coverage

1

1
1
4

\ \ - -

. PCDHGB?2 \ _----""""  PCDHGA10 -
\ ENST00000622527.1 v ---" ENST00000398610.2 _ ---"

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 = 766
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
20863 ; !

Coverage

\ PCDHGB2 N -7 PCDHGA11  ____---"777
\ ENST00000622527.1 N aemmT T ENST00000398587.7 --77

\ 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 = 766
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
20863 ; ;

Coverage

\ PCDHGB2 N e PCDHGA12 e
\ ENST00000622527.1 N -7 ENST00000252085.4 -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 = 766
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
20863 ; !

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 = 766
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
20863 ; !

Coverage

1 . 1 4

| 1
1 v 4
\ ---"
\ \ -

\ PCDHGB2 o eemmT T pcDHGC3 - -
\ ENST00000622527.1 N e 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 = 766
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
20863 ; !

Coverage

1 X 1 4

[ 1

1 1 4

\ - -
\ A -

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

\ \ o - -

\ 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 = 766
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
20863 ; ;

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 = 766
Discordant mates = 0

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

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p21 p23.2
— — —
breakpointl breakpoint2

Chr2:4226471?1

chr2:29223528
24079 U

Coverage

A
=3
w
53
=

Tl

ALK
ENST00000618119.4

\ 4 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 746
Discordant mates = 0

EML4 ALK

Protein kinase domain

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p21

p23.2
— o
breakpointl breakpoint2
chr2:42264731 chr2:29223514

24079 ! !
S ' |
o ! !
[ ! |
3 | 1
O ! 1
0 1 1

1

[ )

1
- il

——————— ~-o__ _ALK---"7
- - - ~ENST00000642122.1

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

EML4 ALK

Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
- T —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 : :
g) ! [
E 1 1
[ 1 1
3 | [
(§] 1 [}
0 1 1
1
1
1

T
W
IN

1
1 . 1
|
I\\ Il\\ _ - _

AR PCDHGA2 RRET ___----"""  PCDHGA9 -
T~ ~.__ ENST00000528330.2 RRE T S ENST00000573521.1_ _ - -~~~
1 2 3 4
I
| 2 kbp |
' introns not to scale '
14 15 16 RETAINED PROTEIN DOMAINS
D ‘ 17

28 reading frame unclear

Cadherin-like
Cadherin domain
Cadherin cytoplasmic C—terminal
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGA9
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
- T —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 : :
S ! [
o J !
[ | |
8 ! 1
O ! [
0 1 1
1
1
]

1
1 . 1 % 4
! ]
1

1
-~ Lo -1 -

- PCDHGA2 T-al ---"""" PCDHGB6 i —--T
Te.l ENST00000528330.2 ..l -7 ENST00000520790._1_ ---"

\ 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
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGE®6
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
- ) —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 ! :
S ! [
E 1 1
[ 1 1
3 | [
(§] 1 [}
0 1 1
1
1
1

1
1 ! | [: 1 = 4
1
1
1

~ Lo -1 -

Te-o PCDHGA2 Tt ; _----"""PCDHGB? } -
=~~~ __ ENST00000528330.2 T-- -7 ENST00000398594.4 _ - - - ~ -7

\ 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
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGE7
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
- ) —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 ! :
S ! [
E 1 1
[ 1 1
3 | [
(§] 1 [}
0 1 1
1
1
1

1
1 ! | |:: 1 = 4
1
| 1

-~ Lo -1 -

T~ PCDHGA2 T~ ; __——"‘—pCDHGCS ) -7
RN ENST00000528330.2 N -7 ENST0000030817Z.§ o---"7

\ 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
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGC3
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
- T —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 : :
S ! [
o J !
o | |
8 ! 1
O ! [
0 1 1
1
1
]

1
1 . 1 % 4
! ]
1

1
-~ Lo -1 -

R PCDHGA2 Tl ----"" PCDHGC4 i T
T~~~ _ [ENST00000528330.2 T-e -7 ENSTOOOOO306593._1_ -7

\ 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
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGC4
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g31.3 q31.3
— ) —
breakpointl breakpoint2
chr5:141341395 chr5:141494807
20863 : :
S ! [
o J !
[ | |
8 ! 1
O ! [
0 1 1
1
1
]

1
1 ! | |:: 1 = 4
1
| 1

1
-~ Lo -1 -

“-- PCDHGA2 ~--s ___.----""""PCDHGCS5 i ---
=~~~ . _ ENST00000528330.2 T-- ---" ENST00000252087.3 _ - - - ~ -7

\ 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
[ SUPPORTING READ COUNT
Split reads = 156
Discordant mates = 0

PCDHGA2 PCDHGC5
Cadherin C-terminal cytoplasmic tail, catenin—binding region

translocation deletion
duplication inversion



chromosome 5 chromosome 5

q31.3 g31.3
- —
breakpointl breakpoint2
chr5:140830485 chr5:140978949
2751 ! !
S ! [
E 1 1
[ | |
8 ! 1
O 1 [
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 = 131
Discordant mates = 0

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
2751 : :
% ] [}
] ! |
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 = 131
Discordant mates = 0



Coverage
o

chromosome 1

chromosome 8

p23.3

gﬂlﬂﬂﬂl‘[ﬂlﬂ]} O RN L B )
— —
breakpoint2

ck|1r1:774280

breakpointl
Chr8:4357(|)7

16

1
AR ;
AR K l |

4 kbp |
' introns not to scale

AL669831.1
SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 115
Discordant mates = 0

translocation deletion
duplication inversion



breakpointl
chr17:15503098
536 — !

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 = 110
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



5536

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 = 85
Discordant mates = 1



breakpointl
chr17:15503098
536 — !

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 = 43
Discordant mates = 1



chromosome 17

pl2

breakpointl
chr17:15540433
5536 !

Coverage

chromosome 17

pl2

breakpoint2
cl:nr17:15438200

1 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 28
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
T —
breakpointl breakpoint2
chrl7:15516419 chrl7:15440285

3352 ! !
S 0 |
I | |
9] ! |
3 0 1
() 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 = 6
Discordant mates = 1

TVP23C CDRT4
CMT1A duplicated region transcript 4 protein

translocation deletion
duplication inversion



5536

Coverage

chromosome 17

pl2

breakpointl
chr17:1554043|’3

translocation
duplication

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

Split reads =3
Discordant mates = 1



chromosome 17 chromosome 17

pl2 pl2
— —
breakpointl breakpoint2
chr17:1554578|5 cr|1r17:15440285
5536 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



Coverage -

217

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 = 73
Discordant mates = 2



7217

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
7217 ! !
S 0 |
E ] !
[ ! I
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 = 4
Discordant mates = 2

DDAH1

Arginine deiminase

translocation deletion
duplication inversion



Coverage -
N

chromosome 1 chromosome 1

p22.3
(LALLM RN LG DD
— )
breakpointl breakpoint2
7chr1:8549472|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
p22.3

chromosome 1

JE—

breakpointl

chr1:85575832
7217 !
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

Splitreads =1
Discordant mates = 1



chromosome 16 chromosome 16
g22.1 g22.1

breakpointl breakpoint2
c2£%6:691877£|16 Cr|1r16:69022828

Coverage

0

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0

SNTB2 TANGO6

Required for nuclear transport of RNA pol || C-terminus 1
Required for nuclear transport of RNA pol Il C-terminus 2

translocation deletion
duplication inversion



Coverage

0

chromosome 12

TTTKERCA |
ENST00000369384.2~

translocation
duplication

deletion
inversion

chromosome 12

pl3.2

breakpointl
chr12:10407636

82 :

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 = 19
Discordant mates = 0




chromosome 12

q24.31

chromosome 12

q24.31

breakpointl

chr12:121779623
4873 :
<] 1

[=)

Id 1
© 1
3 |
(§] |
0 1
1

TTe--l TMEM120B
R ENST00000538055.1

b

reakpoint2

CI’Ilr121121641041

deletion
inversion

translocation
duplication

RETAINED PROTEIN DOMAINS
reading frame unclear

ORAI1
Mediator of CRAC channel activity

ORAI1 .-

ENST00000617316.2- - =~

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



S
[oe)
~
w

Coverage

chromosome 12 chromosome 12

q24.31 g24.31

breakpointl breakpoint2
chr12:1217811£|92 ck|1r12:121626904

1
1
)
)
)
)
T
: . !
1 1
12 ! | d 2 3
1
1
1
L

J 4

~ , .

Thel TMEM120B R .7 ORAIL .
h ENST00000449592.7 RS L’ ENST00000617316.2

: B

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPIT-like protein
[ SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

TMEM120B ORAI1
Mediator of CRAC channel activity

translocation deletion
duplication inversion



chromosome 12

q24.31

W R )

N
a1
gl
al

Coverage

0

breakpointl
chr12:12177644|14

chromosome 12

g24.31

breakpoint2
ct|1r12:121641041

1

EEH!@ 2 pH B |
1

1
1

1

translocation deletion
duplication inversion

TMEM120B ~..
ENST00000342607.10 ~ <

RETAINED PROTEIN DOMAINS
reading frame unclear

|7TMPIT—Iike protein

B

TMEM120B ORAI1
Mediator of CRAC channel activity

--~" ORAIL .-

--~7 ENST00000617316.2

S 8 O O O O B W s

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 12 chromosome 12

q24.31 g24.31
- o
breakpointl breakpoint2

chr12:121775702 chrl2:121641041
4873 : :
S 0 |
o ! !
[ | |
3 ! [
O [ [
0 1 [

.- ORAL .-~
-7 ENST000006%7316.2

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPIT-like protein
[ SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

TMEM120B ORAIL1
Mediator of CRAC channel activity

translocation deletion
duplication inversion



