chromosome 20 chromosome 20

Coverage 5
[es]

pl3 p13
— —
breakpointl breakpoint2
iqr20:388972|8 cll1r20:3854558

I I

1 1

1 1

] 1

) 1

0 1 [
1

! 1
L bR i | HerTL ;
| ifiN ,

1
- L )

TSI~ PANK2 )/ MAVS ’

ENSTO00000316562:9= = Sos-o , ENST00000428216.4 ’

\ 5 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 1446
Discordant mates = 30

PANK2 MAVS

Caspase recruitment domain

translocation deletion
duplication inversion



Coverage 5
[es]

o

chromosome 20

chromosome 20

IH
| )
> ]
O

RETAINED PROTEIN DOMAINS
reading frame unclear

PANK?2 MAVS

Caspase recruitment domain

translocation deletion
duplication inversion

5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 2

pl3 p13
— —
breakpointl breakpoint2
32r20:388972|8 cr|1r20:3857635
I
1
1
]
I
1 1
INE
1 2 134590 7 7
lj I I I il !
1 | 1
" e , ,I
CTTTTssooopANK2 MAVS
ENSTO00000316562:9= == - _ _ _ L ENST00000428216.4 L



Coverage 5
[es]

chromosome 20

chromosome 20

pl3 p13
—
breakpointl breakpoint2
(ﬂrzo:388972‘8 cr|1r20:3861332

I
1
I
)
0 1

1 1

INE
1 2 134590 7

lj I I I il .

1 | 1

" e ) /I

TS sss oo PANK2 MAVS e
ENSTO00000316562:9= == - _ _ _ 7 ENST00000428216.4 e

5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 18

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

translocation deletion
duplication inversion



Coverage 5
[es]

0

chromosome 20

chromosome 20

translocation
duplication

deletion
inversion

- ’
S -o_

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

PANK2
Caspase recruitment domain

reading frame unclear

MAVS

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 30

pl3 p13
— —
breakpointl breakpoint2
il}r20:389141|1 cl|1r20:3854558

I I
1 1
1 1
1 1
1 1
1 I

! 1

! :

) /I

! MAVS

4 ENST00000428216.4 ’



chromosome 20 chromosome 20

pl3 p13
— —_—
breakpointl breakpoint2
iqr20:38897’o|’3 ckllr20:3854564

Coverage 5
[es]

0

! 1
L bR i R ;
| ifiN ‘

1

1
L )
-~ ’ ,

- TS ---PANK2 ,/ MAVS ,

ENS-T60~OGO§I?C§G2§9: e ’ ENST00000428216.4 ’

== - 7 ’

_________ ’ ’

\ 5 kbp |
introns not to scale

IH
BN o

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 29

PANK2 MAVS
Caspase recruitment domain

translocation deletion
duplication inversion



chromosome 20 chromosome 20

pl3 p13
— —_—
breakpointl breakpoint2
aqr20:38897}9 cll1r20:3854550

Coverage 5
[es]

0

! 1
L R i | HerTL ;
| ifiN ,

1
- L )

TIoso- - PANK2 ,/ MAVS ’
ENST000003T6562:0= = = — — _ _ ‘ ENST00000428216.4 p

\ 5 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 28

PANK2 MAVS

Caspase recruitment domain

translocation deletion
duplication inversion



chromosome 20

chromosome 20

p13

0

pl3
—
breakpointl breakpoint2
chr20:3889932 chr20:3854558
18841 ' !
g’ 1 1
o ! J
[ ! |
3 1 1
O 1 |
1 1
1 1

TTSRANK2 , MAVS
ENST00000621562.1 _ ,’ ENST00000428216.4

RETAINED PROTEIN DOMAINS
reading frame unclear

MAVS

Caspase recruitment domain

translocation deletion
duplication inversion

3 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 30



Coverage 5
[es]

o

chromosome 20

chromosome 20

pl3 p13
— —
breakpointl breakpoint2
(ﬂrzo:388972‘8 cl:nr20:3862254
I
1
1
]
I
1 1
INE
1 2 134590 7 7
lj I I I il .
1 1
1 ! 1
___‘L::::—_-> /J L
TS Ssos - PANK2 P MAVS L7
ENSTO00000316562:9= == - _ _ _ L7 ENST00000428216.4 -7

deletion
inversion

translocation
duplication

No protein domains retained in fusion.

5 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



Coverage 5
[es]

0

chromosome 20

pl3

breakpointl

chr20:3891411
41 '

translocation
duplication

deletion
inversion

chromosome 20

p13

—_—

breakpoint2
cll1r20:3861332

e MAVS
’ ENST00000428216.4

No protein domains retained in fusion.

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 20

chromosome 20

p13

pl3
—
breakpointl breakpoint2
chr20:3889932 chr20:3857635
18841 ! !
g’ 1
E 1
o |
3 1
O 1
0 1
1 ! I
b2} o) 7] s b
! |
1
1
= T RANK?2 7 MAVS
ENST00000621502.1 _ _ . ENST00000428216.4

RETAINED PROTEIN DOMAINS
reading frame unclear

MAVS

Caspase recruitment domain

translocation deletion
duplication inversion

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 20

pl3

chromosome 20

breakpointl
chr20:3888904

1884

Coverage

1

0

i

1
1
.

ENST00000497424.5 - - _ _

translocation
duplication

-~ (PANK2

deletion
inversion

p13
N -
breakpoint2
CI:II’2013854558
1
1
1
1
1
[}
: 1
: :
! /
’ /
/ MAVS K
)/ ENST00000428216.4 ,

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

MAVS

Caspase recruitment domain



Coverage 5
[es]

0

chromosome 20

pl3

breakpointl

chr20:3891411
41 '

chromosome 20

p13

—_  —

breakpoint2
ct|1r20:3857635

translocation

duplication

deletion
inversion

R MAVS
ENST00000428216.4

RETAINED PROTEIN DOMAINS
reading frame unclear

PANK2 MAVS

Caspase recruitment domain

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2



Coverage 5
[es]

0

chromosome 20

pl3

chromosome 20

p13

breakpointl

chr20:3891411
41 '

translocation
duplication

deletion
inversion

breakpoint2
cr|1r20:3862254

MAVS
ENST00000428216.4

No protein domains retained in fusion.

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 10 chromosome 10

q25.2 g25.2
o
breakpointl breakpoint2
chr10:113040126 chr10:112888735
37332 ! !

Coverage

7 | B

________ TeRTE - 7 AL1s82121 )
_______ ENSTO00005433715_ B K ENST00000428766.2
_____________________________ / ,I
— sl
| 1 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 827
Discordant mates = 22

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

q25.2 g25.2
D)
breakpointl breakpoint2
chr10:113040126 chr10:112905977
37332 ! !
S 0 |
o 1 !
[ ! |
3 1 1
O 1 1
0 1 1
1

Y | 7)
___________________ AL1583121
"""""" E,NS’T,690'00428766.2

‘-

\ 1 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 210
Discordant mates = 11

TCF7L2

translocation deletion
duplication inversion



chromosome 10

g25.2

chromosome 10

g25.2

breakpointl

chr10:113089540
37332 !

Coverage

RS 1 15 16 4,

translocation deletion
duplication inversion

breakpoint2
cr|1r10:112888735

1
1

1
’
1

AL158212.1 '
ENST00000428766.2"

\ 1 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding
SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 24

TCF7L2



chromosome 10 chromosome 10

q25.2 g25.2
o
breakpointl breakpoint2
chr10:113040126 chr10:112890966
37332 ! !

Coverage

7 | BEDoE

1
1
J

________ = -——-________ AL158212,I
"""""" ENST00000428766 2

/

1
/

IIHEI

\ 1 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 11

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2

g25.2
D)
breakpointl breakpoint2
chr10:113089540 chr10:112905977

37332 : !
S 0 |
o J !
o | |
3 ! 1
O | 1
0 1 1

1

1
! 1
1

1
Il

AL158212.1 "
ENST00000428766.2

-

------ -
_____ -

\ 1 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 11

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2
o
breakpointl breakpoint2
chr10:112951607 chr10:112888735
37332 ! !

Coverage

7 | B

- /
------------------------- TeRM2.____ / AL158212.1,
T T TENSTO08005433715_ _ _ _ T T Tt e---o_____ / ENST00000428766.2
-——___--_-"“—-——_: _________________ /I J
q-)-)l*-)-)'” 2)
| 1 kbp |

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2

g25.2
D)
breakpointl breakpoint2
chr10:113089540 chr10:112890966

37332 : !
S ! 1
o J !
[ | |
3 1 1
(&) | 1
0 1 1

1

1
! 1
1

-’
-,

]

.-AL158212.1 -~
----- -ENST00000355717.9 T Tte--o __ e ENSTOOOOO{28766.2

.

4 e

\ 1 kbp

introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 11

TCF7L2

translocation deletion
duplication inversion



chromosome 10 chromosome 10

g25.2 g25.2
o
breakpointl breakpoint2
chr10:112964624 chr10:112888735

37332 ! :
S ! |
o ! !
o | |
3 ! |
O ) |
0 1 [

1

7 | B

/
__________ / AL158212.1,
ENST60000543371.5_ T T T - ---o__ / ENST00000428766.2
’
’

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

N-terminal CTNNB1 binding

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 1

TCF7L2

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g23.1 q22.3
— —
breakpointl breakpoint2
chr5:116092700 chr5:115895087
46210 : U
g’ ]
E 1
[ 1
3 1
(§] 1
0 1

1
II 4 7 |
| e

1
-~ Lo -

~~~~~ S COMMDI0™ - - - - _ T AP3S1 -
T - *E-NSIO_OQO-OZ74458.9 - - - ENST00000316788.12 _ _ - -~

\ 1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain
SUPPORTING READ COUNT

Split reads = 369
Discordant mates = 21

COMMD10 AP3S1
Clathrin adaptor complex small chain

translocation deletion
duplication inversion



chromosome 5 chromosome 5

g23.1 q22.3
breakpointl breakpoint2
chr5:116092695 chr5:115895087

46210 : U
g’ 1
E 1
[ 1
3 1
(§] 1

0 i

o e S

- Lo - -

-~ COMMDI0 "~ =-____ et AP3S1 -

= =~ - _ENST00000507356.5 Te-s -7 ENST00000316788.12 -

[
oo oo oo e
A

| 900 bp ,
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 16

COMMD10 AP3S1
Clathrin adaptor complex small chain

translocation deletion
duplication inversion



chromosome 5

g23.1

chromosome 5

q23.1

_

breakpointl

chr5:116092700
46210 ;

Coverage

1
II 4 7 |
| 1

1
- L

- COMMDI0™ - - - - -

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

COMMD10
Clathrin adaptor complex small chain

deletion
inversion

translocation
duplication

breakpoint2
cII'|r5:115902885

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 3



chromosome 17

chromosome 17
g21.33

q21.33

breakpointl
chrl7:51120354
11177 !

breakpoint2
cl|1r17:51201696

Coverage

SPAG9

__.---MBTD1
ENST00000357122.8

~= - - ENST00000415868.5

15

\ 4 kbp
introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads = 209
Discordant mates = 3

SPAG9 MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17

chromosome 17

q21.33

g21.33
— —

breakpointl

chrl7:51120354
11177 !
g’ 1
E 1
2 i
O [
0 [

SPAG9 A

ENST00000357122.8

15

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SPAGY

translocation deletion
duplication inversion

MBTD1
mbt repeat

breakpoint2
cI|1r17:51193016

4 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 17 chromosome 17

021.33 g21.33
breakpointl breakpoint2
chrl7:51120354 chrl7:51195361
11177 ! !

Coverage

SPAG9 A
ENST00000357122.8

e

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK-associated protein—1

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0

SPAGY MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17 chromosome 17

q21.33 q21.33
breakpointl breakpoint2
chr17:51120354 chr17:51202077
11177 ! !
(] 1 ]
g | 0
o 1 |
8 | |
(@] | )
0 [ 1
1
| 15
| |
v ! I\ 4
N ] S~ - - -
SPAG9 N S--._._ ___---MBTD1
ENST00000357122.8 B - -~ 7%~ - ENST00000415868.5
1

15 |

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 3

SPAGY MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17 chromosome 17

021.33 g21.33
— —
breakpointl breakpoint2
chrl7:51120354 chrl7:51193510
11177 ! !
(] [}
2 |
5} i
3 [
(§] [}
0 [
1
| 15
c !
N ! RS - o
SPAG9 hN Tteel_ .
ENST00000357122.8 I?\\ -7 T =~ < _ _ ENSTO00000415868.5
1

N _ - ~<.

I 15

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 0

SPAG9 MBTD1
mbt repeat

translocation deletion
duplication inversion



chromosome 17 chromosome 17

q21.33 q21.33
— JE—
breakpointl breakpoint2
chr17:51120354 chr17:51192280
11177 !
(] [}
g |
9] i
3 [
(§] [}
0 [
1
| 15
| |
[} ! I\ 3
N ! S~ - -
SPAG9 N R MBTD1
ENST00000357122.8 R PP ENST00000415868.5

i:a}_{ _ BRI

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_S/-\P K-associated protein-1

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

SPAGY MBTD1

translocation deletion
duplication inversion



chromosome 17 chromosome 17

021.33 g21.33
— —
breakpointl breakpoint2
chrl7:51120354 chrl7:51192829
11177 ! !
S |
E 1
2 i
(§] [}
0 [

1
| 15
|
1

SPAG9 A

1
| )
" ~el -7 MBTD1
ENST00000357122.8 !
]

EHH]»E _ Tl

\ 4 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

SPAGY MBTD1

mbt repeat

translocation deletion
duplication inversion



chromosome 17

q21.33

chromosome 17

q21.33

— —

breakpointl

chrl7:51120354
11177 !
(] [}
g :
[ [}
3 [
(§] [}
0 [

breakpoint2
ck|1r17:51180694

15

SPAG9 b
ENST00000357122.8

) B

RETAINED PROTEIN DOMAINS
reading frame unclear

|fJNK_SAPK—associated protein—1

SPAG9

translocation deletion
duplication inversion

MBTD1

MBTD1

4 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 17

q21.33

breakpointl
chrl7:51014232
11177 !

Coverage

SPAG9
ENST00000357122.8

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK-associated protein—1

translocation deletion
duplication inversion

SPAG9

chromosome 17

q21.33

breakpoint2
cI:nr17:51209430

‘ENST00000405860.7

\ 3 kbp
introns not to scale

JNK-interacting protein leucine zipper Il

MBTD1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3



chromosome 14 chromosome 14

q24.2 q24.2

breakpointl breakpoint2
ch%l.‘;15:7184872|%6 ct|1r14:71964772

Coverage

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 = 181
N Discordant mates = 4
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 chrl4:71964772
1665 ! !
g) ! |
o 0 !
[ ! [}
8 ! 1
o 1 1
0 1 [
1 1

[N AC0059931 "~ . RGS6 .
=~ .ENST00000655301.1 Teo 4 ENST00000556437.5 .

~

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 10
RGS6
Regulator of G—protein signalling DHEX domain

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

GGL domain
Regulator of G protein signaling domain-

translocation deletion
duplication inversion



1665

Coverage

chromosome 14

q24.2

breakpointl
chr14:719084(|34

T BT

AC005993.1 ~~ . __

” ENST00000655301.1

translocation
duplication

deletion
inversion

chromosome 14

q24.2

—_—

breakpoint2
cI|1r14:71964772

.7 RGS6 P
’ ENST00000556437.5 .

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 94
« Discordant mates = 9
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

Coverage

q24.2 q24.2
—
breakpointl breakpoint2
chr14:71908430 chrl4:71964772
1665 : !
1
1
:
]
0 1
1

B

\
| AC005993.1 . RGS6 -
ENST00000555581.1 . ENST00000556437.5 P
\
\

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 9
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



1665

Coverage

chromosome 14

q24.2

breakpointl
chr14:718699$|34

BN et o WET cog W oo B as INENN

-~ LI

translocation
duplication

-~ - . _AC005993.1 _
ENST00008655301.1 = ~ - -

deletion
inversion

chromosome 14

q24.2

—_—

breakpoint2
cI|1r14:71964772

X E
RGS6
Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)
Regulator of G—protein signalling DHEX domain

RGS6
ENST00000556437.5

RETAINED PROTEIN DOMAINS
reading frame unclear

GGL domain
Regulator of G protein signaling domain-

1 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 6



1665

Coverage

chromosome 14

q24.2

Sl ENST00000655301.1

translocation
duplication

chromosome 14

q24.2

—_—
breakpointl breakpoint2
chr14:7191924|16 cI|1r14:71964772

AC005993.1

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

deletion
inversion

Regulator of G—protein signalling

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

Split reads =3
Discordant mates = 10



chromosome 14 chromosome 14

Coverage

q24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71908430 chr14:72352095
1665 : !
1
1
:
]
0 1
1

Cijauiiass?

\ -
' 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 =5
N 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

Coverage

q24.2 gq24.2
—_—
breakpointl breakpoint2
chr14:71908434 chr14:72352095

1665 ! !

1 1

] 1

] 1

] 1

) 1

0 1 [
1

BN et o WETN cog W oo o B as INENN

Ts-__  AC005993.I~-.__ - RGS6 -
ENSIOQOOO655301.1 T~a -7 ENSTO00000556437.5 g

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

E Split reads = 4
N 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 gq24.2

breakpointl breakpoint2
ch%l.‘;15:7184872|%6 cr|1r14:72352095

Coverage

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

E Split reads = 4
N Discordant mates = 1
[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



1665

Coverage

chromosome 14

q24.2

breakpointl

chr14:7191603|’0

AC005993.1

~ ~ .ENST00000655301.1

translocation
duplication

~

Domain found in Dishevelled, Egl-10, and Pleckstrin (DEP)

deletion
inversion

chromosome 14

gq24.2

breakpoint2
cI:lr14:72352095

Regulator of G-protein signalling

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

Split reads = 2
Discordant mates = 2



chromosome 11 chromosome 11

q13.4 q13.5
D)
breakpointl breakpoint2

chrl1:75477619 chrl1:75608322
4358 : :
] 1 I
g | '
9] i |
3 1 1
O [ 1
0 [ 1
1

S rT

GDPD5 .ol LT Tt-o__ MARG -
ENST00000529721.5 T~ _ _ - ~ENST00600526740.3

o —

| 2 kbp |

1

introns not to scale

SUPPORTING READ COUNT

Split reads = 98

No protein domains retained in fusion. )
Discordant mates = 6

translocation deletion
duplication inversion



chromosome 11 chromosome 11

q13.4 q13.5
N
breakpointl breakpoint2

Chr11:7549023|7 Cfl1r11:75608322
4358 X X
g’ 1 1
© 1 ]
5] ! |
g 1 1
(&) 1 |
0 [ 1
1 1

S rT

GDPD5 TS-o__ MAP6G -
ENST00000529721.5 RN _ . - ~ENST00800526740.3
/ S =" -7 =~ ~
oy -
\ 2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2

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

translocation deletion
duplication inversion



47480

Coverage

translocation
duplication

chromosome 1

p22.1

breakpointl
chr1:942495}9

~ "ENSTQ0000660441.1

deletion
inversion

ARHGAP29=ASE - - _ _

chromosome 17

q21.33

J—
breakpoint2
chrl7:51169937
1
1
1
1
1
1
1
1
1
2oE 3 R 4 5
[ [ |
1
___J -
__----"""NME2 PP
-7 ENST00000512737.6 -~~~

RETAINED PROTEIN DOMAINS
reading frame unclear

600 bp

NME2

Nucleoside diphosphate kinase

introns not to scale

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
6439 [
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



Coverage

chromosome 15

g21.2
breakpointl
5 chr15:5127805|0
1
1
1
:
]
0 1
1

" MIR4713HG _
ENST009Q0559909 1~ -

~

HETLVAIN

translocation
duplication

deletion
inversion

chromosome 15

g21.2

breakpoint2
cl|1r15:51377449

Collagen triple helix repeat (20 copies)

10

GLDN -

ENST00000335449.11 .

10

\ 2 kbp
introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 3

Olfactomedin-like domain



chromosome 15 chromosome 15

g21.2 g21.2
—
breakpointl breakpoint2
chg]ig:5103762|31 cl|1r15:51377449
o :
g |
o |
3 1
(§] ]
0 1
1 ! 1
10
1
Lo !
" MIR4713HG el GLDN e
ENST00000559909.1 -7 ENST00000335449.11 -7

ifaa iad aa ias Paaciiaa U as B
1 2= 5 779 8 3 10
E¥as

\ 2 kbp
introns not to scale

HETLVHIN

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2

Collagen triple helix repeat (20 copies)

Olfactomedin-like domain

translocation deletion
duplication inversion



chr15:51037681
875

Coverage

chromosome 15

g21.2

breakpointl

0

~

" MIR4733HG

ENST00000559909.1

HETLVHIN

translocation
duplication

T
1
1
L

~

chromosome 15

g21.2

deletion
inversion

breakpoint2
cr|1r15:51383785

Collagen triple helix repeat (20 copies)

10

GLDN e
ENST00000335449.11 -7

10

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1

Olfactomedin-like domain



chromosome 15

g21.2

chromosome 15

g21.2

breakpointl breakpoint2
chgl7g:510376§1 cr|1r15:51383436

Coverage

0

10

1
| 1
| 1

- 3 ]

" MiR4713HG Pt GLDN
ENST00000559909.1 -7 ENST00000335449.11

~

e e e L

HETLVHIN

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

Olfactomedin-like domain

translocation deletion
duplication inversion

2 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1



Coverage

chromosome 15

g21.2

chromosome 15

g21.2
—
breakpointl breakpoint2
5 chr15:5127805|0 cf|1r15:51383436
: :
] 1
] 1
] 1
] 1
0 1 1
1 ! 1
0
| |
I ' ! I
" MIR4713HG_ -7 GLDN Pl
ENST000Q055990971 _ _ ENST00000335449.11 -7

~

HETLVAIN

translocation
duplication

deletion
inversion

I
e o flag Bastias s iag Bl

Collagen triple helix repeat (20 copies)

10

\ 2 kbp
introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2

Olfactomedin-like domain



Coverage

chromosome 15 chromosome 15

g21.2

g21.2
—
breakpointl breakpoint2
- chr15:5127805|0 Cr|1r15:51383785

:

1

1

1

1

1
1 ! 1
0

| |
I ' ! K

" MIR4713HG _ - GLDN PP
ENST000Q055990971 _ - ENST00000335449.11 -7
s Hliaalisatiastisa B} ¢

\ 2 kbp
introns not to scale

HETLVAIN

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 2

Collagen triple helix repeat (20 copies)

Olfactomedin-like domain

translocation deletion
duplication inversion



Coverage

chromosome 15

chromosome 15

g21.2 g21.2
—
breakpointl breakpoint2
s chr15:5127805|0 cr|1r15:51394835
1
1
1
:
1
0 1
1 ! 1
0
| |
I ' ! I
" MIR4713HG_ PP GLDN e
ENST000Q055990971 _ -7 ENST00000335449.11 -

~

HETLVAIN

translocation
duplication

e Diaabicsiiias g B

deletion
inversion

10

Collagen triple helix repeat (20 copies)

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

Olfactomedin-like domain



chromosome 4 chromosome 17

g32.3 g23.2
— ) —
breakpointl breakpoint2

Chr4:16871192|3 C||1r17:60656599

3359 .
(] 1
g |
) 1
s 1
O 1
O 1
ﬁ 1
21 | 6
S i
,I |
P PPM1D -
_________ T ENST00000305921.8 _ . -~
ﬁ -
6
d
| 3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I-set domain
SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1

PALLD PPM1D
Protein phosphatase 2C

translocation deletion
duplication inversion



3359

Coverage

chromosome 4

translocation
duplication

q32.3

RN N RN RURCTRREED

—

breakpointl
chr4:16871192|3

deletion
inversion

chromosome 17

q23.2

:

breakpoint2
cr|1r17:60662995

1
il

il
d

PPM1D .-

ENST00000305921.8 _ - -~

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I-set domain

PALLD PPM1D

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



Coverage n

548

chromosome 6

p22.3

breakpointl
chr6:205487t|)5

@ 14 15 16 7,

translocation
duplication

deletion
inversion

p22.3

(TR IR NED

breakpoint2
cr|1r6:20479846

chromosome 6

CDKAL1

E2F/DP family winged—helix DNA-binding domain
E2F transcription factor CC-MB domain

: |
E2F3 e
ENST00000346618.8 -7
7
| 2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004

E2F3

E2F/DP family winged—helix DNA-binding domain-

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



