chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488394 chr21:38445621

401074 X |
] | ]
g ' |
9] l )
8 ! ]
(&) | 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 61347
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489507 chr21:38445621

401074 X :
] | ]
g | |
9] i )
3 [ 1
(&) | 1
0 ' 1

1
2 e
1

TMPRSS2 el -7 TTte--.___ ___.-ERG
ENST00000458356.6 D N - "ENST00000398919.6
e I IR O e g e

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 18195
Discordant mates = 38

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21

922.3

chromosome 21

q22.2

breakpointl
chr21:414883£|94

401074

Coverage

TMPRSS2
ENST00000458356.6

breakpoint2
ct|1r21:38423561

1
5 HMHH
1
4

ERG

________ <~ - -ENST00000398919.6

=

CTFHR0] 3 Bl s B 6 a4

2 kbp |

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

deletion
inversion

translocation
duplication

introns not to scale

SUPPORTING READ COUNT

Split reads = 489
Discordant mates = 11



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41508081 chr21:38445621
401074 ! !
S |
E 1
S :
O !
0 [
! 1
15 12
1 1
! 1 1
I\‘ -\_\~~ —__—__,
TMPRSS2 Y BT = A
ENST00000677680.1 . - ENST00000398919.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 334
Discordant mates = 0

ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

422.3 q22.2
- —
breakpointl breakpoint2
chr21:41489507 chr21:38423561
401074 X :
] ] 1
g ' )
9] [ ]
8 ! |
O [ 1
0 ' 1
1

2 e s a4 el

3 !
TMPRSS2 LT e --ERG
ENST00000458356.6 T~ ----T T ~ = - -ENST00000398919.6

T o b o e
2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 226
Discordant mates = 2

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

q22.3 q22.2
- —
breakpointl breakpoint2
chr21:41488397 chr21:38445622

401074 X |
] | ]
g ' )
9] l )
3 [ ]
(&) [ 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 g22.2
— —
breakpointl breakpoint2
chr21:41488395 chr21:38445621

401074 ! !
] ] ]
g ' |
9] l )
8 ! ]
O ! 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3 q22.2

breakpointl breakpoint2

chr21:41488394 chr21:38445619
401074 : !

1
e
1

Coverage

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 g22.2
— —
breakpointl breakpoint2
chr21:41488399 chr21:38445621

401074 ! !
] ] ]
g | |
9] 1 )
3 [ 1
O ! 1
0 1 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 276

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488394 chr21:38445617
401074 X |
] 1 I
2 | |
) | |
8 | 1
(§] [} I
0 ' 1
1

2 R T T B e B

1

TMPRSS2 Teel_ -7 TTteeel_ _-- ERG™

- -

ENST00000458356.6 -7 T ~ "ENST00000398919.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 266

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488395 chr21:38445630

401074 X |
] | ]
g ' |
o 1 1
8 ! ]
O ! 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488396 chr21:38445632

401074 X |
] | ]
g ' |
9] l )
3 [ 1
O ! 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

q22.3 q22.2
- —
breakpointl breakpoint2
chr21:41488397 chr21:38445621

401074 X |
] | ]
g ' )
9] l )
3 [ ]
(&) [ 1
0 ' 1

1
2 e
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 297

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

q22.3 gq22.2
— —
breakpointl breakpoint2
chr21:4150795|0 cf|1r21:38445621
401074 ! !
g) ! |
¢ | 1
9] 1 )
3 1 1
O [ 1
0 [ 1
1

1
2 e
1
1

TMPRSS2
ENST00000458356.6

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2

ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488469 chr21:38445621

401074 X |
] | ]
g | |
5 ! ]
3 1 ]
(&) 1 1
0 1 1

1
2 e
1

TMPRSS2 Tl T TTc--..___ ___.-ERG
ENST00000458356.6 e - mS¥mQOQ§9§919.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 76

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

q22.3 q22.2
- —
breakpointl breakpoint2
chr21:41489507 chr21:38445629
401074 ! !
] | ]
g | |
9] i )
3 [ 1
O 1 1
0 ' 1
1

2 e g

3 !
TMPRSS2 T el _ERE T
ENST00000458356.6 T Tsal e ~ 7 7 TENST00000398919.6
e R S e e e il s

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 38

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21

922.3

chromosome 21

q22.2

breakpointl
chr21:4148841|3

401074

Coverage

TMPRSS2
ENST00000458356.6

@ 14 15 16 7,

deletion
inversion

translocation
duplication

-ERG "~

breakpoint2
cI|1r21:38445600

“T- - - -7 7 ENST00000398919.6

RETAINED PROTEIN DOMAINS
reading frame unclear

2 kbp

1
2 e e
1

TMPRSS2 ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

introns not to scale

SUPPORTING READ COUNT

Splitreads =7

Discordant mates = 103



chromosome 21 chromosome 21

q22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489507 chr21:38445630
401074 ! !
] | ]
% | 1
o i 1
3 [ 1
(&) | ]
0 ' 1
1

2 e g

3 !
TMPRSS2 T el _ERE T
ENST00000458356.6 LT el et ~ 7 7 TENST00000398919.6
e R S e e e il s

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 38

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489507 chr21:38445620
401074 ! !
g) ! |
¢ [ |
9] i ]
8 | 1
O ! 1
0 ' 1
1

2 T T B B

3 !
TMPRSS2 T el _ERE T i
ENST00000458356.6 T Tsal - -~ 77 7 TENST00000398919.6
e R R e il S .

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 38

TMPRSS2 ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489503 chr21:38423464
401074 ! !
g) ! [
¢ [ |
9] [ !
8 ! 1
O ! 1
0 ' 1
! 1
2 e g
3 ¥
TMPRSS?2 LT .-l - --ERG
ENST00000458356.6 T Tl - -—-"“~~-EN_S100000398919.6
B RS e S
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489508 chr21:38445619

401074 X :
] ] ]
g ' |
9] i ]
3 [ 1
O ! 1
0 ' 1

Raiaa R iR F KN ARE B
1

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 38

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41489516 chr21:38445629
401074 ! !
] | ]
g | |
5 1 ]
8 ! ]
O 1 1
0 1 1
1

2 e g

3 !
TMPRSS2 T el _ERE T
ENST00000458356.6 LT TSaL et ~ 7 7 TENST00000398919.6
T L P

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 21

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21

chromosome 21

q22.2

gq22.3
— —

breakpointl

chr21:41488469
401074 :
(] 1
g |
5] )
3 1
O 1
0 1

TMPRSS2 . .- -

ENST00000458356.6 PE S ---

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

breakpoint2
cr|1r21:38445455

1
2 e g
1

--ERG ~

~ "ENSTQ0000398919.6

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 13

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

deletion
inversion

translocation
duplication



chromosome 21

chromosome 21

q22.2

gq22.3
— —

breakpointl

chr21:41488455
401074 :
(] 1
g |
5] \
3 1
O 1
0 1

TMPRSS2 RN - .-
ENST00000458356.6 -7 S~ i

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

breakpoint2
ct|1r21: 38445487

1
2 e g
1

~ = “ENSTQN000398919.6

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 18

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

deletion
inversion

translocation
duplication



chromosome 21 chromosome 21

422.3 q22.2
- —
breakpointl breakpoint2
chr21:41489507 chr21:38423517
401074 X :
g) ! 1
¢ [ |
9] [ !
8 ! 1
O [ [
0 ' 1
! 1
R ey M s
3 !
TMPRSS2 LT CTTteelll - ERG
ENST00000458356.6 S T ~ = - -ENST00000398919.6

12
2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 1

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21

chromosome 21

q22.2

gq22.3
— —
breakpointl
chr21:41488465
401074 :
(] 1
=4 )
5] )
3 1
O 1
0 1
1
12

_---ERG

“ENSTQ00003

TMPRSS2
ENST00000458356.6

breakpoint2
ct|1r21:38445471

Raiaa R iR F KN ARE B
1

98919.6

2 kbp

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

deletion
inversion

translocation
duplication

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 17



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41488469 chr21:38445523

401074 X |
] 1 1
g ' |
9] ) !
8 ! [
O ! [
0 1 1

e g i geaea

1
1
Il

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 14

TMPRSS2 ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21

chromosome 21

q22.2

gq22.3
— —

breakpointl

chr21:41489545
401074 :
(] 1
g |
5] )
3 1
O 1
0 1

TMPRSS2 Sl .- ... ____.-ERG

ENST00000458356.6 PEs ~._ ____----7"77"ENST000003

- - -

breakpoint2
ck|1r21:38445622

1
2 e
1

o bl

2 kbp |

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 10



chromosome 21

chromosome 21

q22.2

gq22.3
— —

breakpointl

chr21:41488394
401074 :
(] 1
g |
5] )
g \
(§] 1
0 [

TMPRSS2
ENST00000458356.6

breakpoint2
cr|1r21:38403709

1
- l!ﬁ’ﬁﬂb
1
4

"ERG
_ENST00000398919.6

= ]

{0y O G O

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

deletion
inversion

translocation
duplication

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 2



chromosome 21

chromosome 21

q22.2

gq22.3
— —

breakpointl

chr21:41488469
401074 :
(] 1
g |
5] )
3 1
O 1
0 1

TMPRSS2 S-a -7 TTe-sl

ENST00000458356.6 _-" Tee o ---"

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

breakpoint2
ck|1r21:38423540

1
5 HMHH
1
4

___---""ERG
~ = = -ENST00000398919.6

12
2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 4

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

deletion
inversion

translocation
duplication



chromosome 21 chromosome 21

422.3 q22.2
- —
breakpointl breakpoint2
chr21:41488477 chr21:38445532

401074 X |
] 1 1
2 ' |
9] 1 !
3 | |
O ! 1
0 1 1

Fe e e i geaea

1
1
il

TMPRSS2
ENST00000458356.6

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 8

TMPRSS2 ERG
Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3 q22.2

breakpointl breakpoint2

chr21:41506445 chr21:38445621
401074 ; !

Coverage

| . |
N e e & e {eeeene o e s et LeeeieedZHeed{T
e

S~ aeem=mm

\ 1 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2

ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 21

922.3

chromosome 21

q22.2

breakpointl

chr21:41488469
401074 :
[ 1

[=)

© 1
) i
3 1
(§] 1
0 1

TMPRSS2
ENST00000458356.6

@ 14 15 16 7,

Sterile alpha motif (SAM)/Pointed domain

deletion
inversion

translocation
duplication

breakpoint2
ct|1r21:38423561

1
5 HMHH
1
4

<l <~ - -ENST00000398919.6

12
2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates =5

TMPRSS2 ERG

Ets—domain



chromosome 21

922.3

chromosome 21

q22.2

breakpointl
chr21:41489585
401074 ]

Coverage

TMPRSS2
ENST00000458356.6

- -

breakpoint2
ct|1r21:38423467

1
e gea
1

* =~ - .ENST00000398919.6

[haf s ool e blathafha ol

12
2 kbp |

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

deletion
inversion

translocation
duplication

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 21

922.3

chromosome 21

q22.2

breakpointl
chr21:414883?0

401074

Coverage

TMPRSS2
ENST00000458356.6

@ 14 15 16 7,

Sterile alpha motif (SAM)/Pointed domain

deletion
inversion

translocation
duplication

breakpoint2
cr|1r21:38423464

1
e gea
1

B e e s
2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 2

TMPRSS2 ERG

Ets—domain



401074

Coverage

chromosome 21

922.3

14

translocation
duplication

@ 14 15 16 7,

deletion
inversion

—

breakpointl
chr21:4150757|4

TMPRSS2
ENST00000679054.1

chromosome 21

q22.2

12

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

ERG

Ets—domain

breakpoint2
ct|1r21:38445621

s--s ___ERG~ "~

_ - - - =~ TENST00000398919.6

2 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 21 chromosome 21

q22.3 q22.2
- —
breakpointl breakpoint2
chr21:41489507 chr21:38403709
401074 X :
] ] 1
? | |
o i 1
3 [ 1
(&) | 1
0 ' 1
1
2 g e s e e
3 !
TMPRSS?2 T Te--.._ __.----""ERG
ENST00000458356.6 SR __----7"777=~._ _ENST00000398919.6

- S < - - o

B RS B i W

~

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1

TMPRSS2 ERG

Sterile alpha motif (SAM)/Pointed domain
Ets—domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

pl4.1 pl2.1

breakpointl
chr7:404963§6

breakpoint2
cllwr7:50504059

12916

Coverage

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Split reads = 3262
Discordant mates = 103

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

pl4.1 pl2.1

breakpointl
chr7:404591!|98

breakpoint2
cllwr7:50504059

12916

Coverage

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Split reads = 13
Discordant mates =5

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7
pl4.1 pl2.1

breakpointl
chr7:40496354
12916 !

breakpoint2
cI|1r7:50504038

Coverage

_ SUGCT ~~ . TTte--.___ __.-wmDC
DR ENSTO00000628514.3 T R -7 - ~EN%‘:»?I:O.(J(_)0_0430300.5

\ 2 kbp

introns not to scale '

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 36

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

pl4.1 pl2.2
breakpointl breakpoint2
chr7:40496386 chr7:50479863
12916 ! !

Coverage

\ 2 kbp
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0

SUGCT DD

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7

pla.1

breakpointl

chr7:40316855
12916 ;

Coverage

chromosome 7

pl2.1

breakpoint2
cllwr7:50504059

RS 1 15 16 4,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

2 kbp

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



chromosome 7 chromosome 7
pl4.1 pl2.2

breakpointl
chr7:40496386
12916 !

breakpoint2
Cfl1r7:50495417

Coverage

“~-.__ __.---"""DDC
- RN - =~ - _ _ENST00000430300.5

\ 2 kbp
introns not to scale '

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 6

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7
pl4.1 pl2.2

breakpointl
chr7:40459198
12916 !

breakpoint2
Cfl1r7:50495417

Coverage

- SUGCT BRSO TTc--.__ ___---"""bDC
o Tl - =777~ _ _ENST00000430300.5

\ 2 kbp
introns not to scale '

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7
pl4.1 pl2.2

breakpointl

breakpoint2
chr7:40459198 chr7:50499242
12916 ! !

Coverage

R SUGCT T~
S-a ENST00000628514.3 RS -=<

- _---" = = ~ENST00000430300.5

\ 2 kbp
introns not to scale '

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Ill

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

translocation deletion
duplication inversion



chromosome 7

pla.1

breakpointl

chr7:40449358
12916 U

Coverage

chromosome 7

pl2.1

breakpoint2
cllwr7:50504059

RS 1 15 16 4,

translocation deletion
duplication inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

CoA-transferase family Il|

2 kbp

SUGCT DDC

Pyridoxal-dependent decarboxylase conserved domain

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 21 chromosome 21
g22.13

q22.2

breakpoint2

breakpointl
ck|1r21:36767285

chr21:3931284|11

7557

Coverage

42

ENST00000333229.6

5 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 491
Discordant mates = 10

BRWD1 HICS

Biotin/lipoate A/B protein ligase family
Biotin protein ligase C terminal domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21
g22.2 g22.13

breakpoint2

breakpointl
cl|1r21:36759841

chr21:39312841

7557

Coverage

42

N . _--"" HLcs

g
.
.
.
Inp!
,h-
I

BRWD1
ENST00000333229.6

5 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0

BRWD1 HLCS

Biotin/lipoate A/B protein ligase family
Biotin protein ligase C terminal domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21
g22.13

q22.2

breakpoint2

breakpointl
ck|1r21:36767285

chr21:3931281>|’0

7557

Coverage

42

ENST00000333229.6

5 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 10

BRWD1 HICS

Biotin/lipoate A/B protein ligase family
Biotin protein ligase C terminal domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21
g22.2 g22.13

breakpoint2

breakpointl
ck|1r21:36765172

chr21:39312841

7557 : X
(4]
g : :
© . |
g 1 1
() | 1
0 [ 1
42
BRWD1 ~ <. _.--7 HLCS
ENSTO00000333229.6 I" ~ _-~-7 =< ENST00000675307.1

5 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 8

BRWD1 HLCS

Biotin/lipoate A/B protein ligase family
Biotin protein ligase C terminal domain

translocation deletion
duplication inversion



chromosome 19

chromosome 19

ql3.42 pl3.2
breakpointl breakpoint2
chr19: 55669692 chr19:11614527
14737 !
% l ‘ I
¢ |
5} i |
¢, 4 d ) '
o
0
1
19| 10 | 11 | 12
. . :
TtealL U2AF2 Trel ZNF627
el ENST00000308924.9 RN e ENST00000361113.10 4

«=== translocation
duplication

deletion
“=== inversion

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 331
Discordant mates = 7

KRAB box
Zinc finger, C2H2 type




chromosome 19 chromosome 19

ql3.42 pl3.2

breakpointl breakpoint2
chr19:556696S|)2 cr|1r19:11604210

Ihuardl e -

14737

Coverage

- |

12 | L1 L2 P-H13 P-Haps |
I

! 1
T.e Ll U2AF2 RN 27 ZNF627 -7

-

S~ol ENST00000308924.9 e~ -7 ENST00000587939.5 , -~

\ 1 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 7

U2AF2 INF627

«=== translocation deletion
duplication == inversion



chromosome 3 chromosome 6

p22.3

g22.1
— o

breakpoint2

breakpointl
chr3:131685875 chr6:18457155
9939 : :
S ! 1
g [ !
] 1 1
3 1 |
O 1 i
0 i 1
1

CPNE4 Tteel_ -7 -7 RNF144B -
- - ENST00000259939.4 PP

2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

SUPPORTING READ COUNT

Split reads = 235
Discordant mates = 24

RNF144B

CPNE4
IBR domain, a half RING—finger domain

translocation deletion
duplication inversion



chromosome 3 chromosome 6

p22.3

g22.1
— o

—

breakpoint2

breakpointl
chr3:131685875 chr6:18459607
9939 : :
S ! 1
g ' '
[ ! |
3 | |
O ! [
0 i i
|

CPNE4 Tteel_ T -7 RNF144B -
ENST00000512332.5 LT T Tl LT - ENST00000259939.4 .-
N aa )
il 3 5)-3-6 7 8
s
\ 2 kbp |
' introns not to scale '
14 15 16
(g 17 2
RETAINED PROTEIN DOMAINS
reading frame unclear
C2 domain
SUPPORTING READ COUNT
Split reads = 19
Discordant mates = 2
CPNE4 NF144B

IBR domain, a half RING-finger domain

translocation deletion
duplication inversion



chromosome 17

chromosome 8
p13.3

' (RN
— I/-/\\

breakpoint2
ct|1r17:106864

breakpointl
Chr8:4357(|)7

ey
[
w
[e9)

Coverage

10

T~ AC240565.1
_ _ ENST00000624936.2

3 kbp |
' introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 227
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 8 chromosome 17

p23.3 p13.3

D

breakpointl breakpoint2
chr8:4314£|14 ct|1r17:106864

Coverage n
o

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



Coverage o
o

p15.31

chromosome

5

chromosome 3
g22.1

—_

breakpoint2

breakpointl

S(}:hr5:787092|3

0

@ 14 15 16 7,

translocation
duplication

deletion
inversion

——-_-MIRR

02646685 "~
BB b B

Cf|1r3:131587582

- __.---"""" CPNE4
T~~~ . __ ENST00000512332.5

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Flavodoxin
|7 SUPPORTING READ COUNT

Split reads = 210
Discordant mates = 12

MTRR CPNE4

C2 domain

Copine



chromosome 5 chromosome 3

pl5.31 g22.1
-— —
breakpointl breakpoint2
chrg:3286921|5 cI|1r3:131587582

Coverage o

0

ENST0000044094077- B e - _ ENST00000512332.5

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

CPNE4
C2 domain
Copine

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 5 chromosome 3

pl5.31 g22.1
— —
breakpointl breakpoint2
chr5:7869189 chr3:131587582
9939 U U
g’ ]
E 1
o |
3 1
(§] ]
0 1
1
15 | |
1
1
ENST0000026466878" =~ ~——_ _ _ _ -7 R - ENST00000512332.5
PP
\ 2 kbp |
' introns not to scale '
14 15 16
D i 17’10
RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Split reads = 24
Discordant mates = 0
MTRR CPNE4

C2 domain

Copine

translocation deletion
duplication inversion



Coverage o
o

chromosome 5

p15.31

chromosome 3
g22.1

—_

breakpointl

S(}:hr5:787092|3

0

@ 14 15 16 7,

translocation
duplication

deletion
inversion

|'Flavodoxin

MTRR

RETAINED PROTEIN DOMAINS
reading frame unclear

CPNE4

breakpoint2
cr|1r3:131581665

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 3




chromosome 5

p13.2

breakpointl
chr5:3398223|6

195004

Coverage

SLC45A2
ENST00000296589.9

RS 1 15 16 4,

translocation deletion
duplication inversion

chromosome 5

pl13.2
T
breakpoint2

cf|1r5:34005899

- - -- AMACR ~

- ~ <

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

SLC45A2 AMACR
CoA-transferase family IlI

R - - " ENST60000382085.7

SIS s 0 KN ioas KW oas M cons IEIIN oo ¢

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 180
Discordant mates = 12



chromosome 5 chromosome 5

pl3.2 pl13.2
— - —
breakpointl breakpoint2
chr5:33954361 chr5:34005899
195004 ! !
g) ]
E 1
[ 1
3 '
O 1
0 1

SLCABA2™ == - - - _ T Tt __AMACR "~
ENST00000296589._9_ =TT T -l ---7 ENSTQOODQ3§%085.7

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 16

SLC45A2 AMACR
CoA-transferase family IlI

translocation deletion
duplication inversion



chromosome 5 chromosome 5

pl3.2 pl13.2
— - —
breakpointl breakpoint2
chr5:339636£|)1 cr|1r5:34005899

195004 !
] 1
g |
§ 1
o 1
(§] ]
0 1

SLC45A2 Tl - Tte--l__  __AMACR
ENST00000296589.9 - e R ---7 ENSTQOOOQ3§2_085.7

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 16

SLC45A2 AMACR
CoA-transferase family IlI

translocation deletion
duplication inversion



chromosome 5 chromosome 5

pl3.2 pl13.2
— - —
breakpointl breakpoint2
chr5:33951554 chr5:34005899
195004 ! !
]
g
[
3
o
0

SCCa45A2 -~ . ___---"777 TTe--L__  __AMACR ~°
- -~ T ENST0000382085.7

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 18

SLC45A2 AMACR
CoA-transferase family IlI

translocation deletion
duplication inversion



chromosome 5 chromosome 5

p13.2 pl13.2
— - —
breakpointl breakpoint2
chr5:33982236 chr5:33998827
195004 ! !
]
g
[
3
o
0

SLC45A2 ~-. - -~ _---"""  AMACR
ENST00000296589.9 Phd S~a -7 T~a - ENST00000382085.7

\ 1 kbp |
introns not to scale

RS 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS/sugar transport protein

SUPPORTING READ COUNT

Splitreads = 1
Discordant mates = 0

SLC45A2 AMACR
CoA-transferase family Ill

translocation deletion
duplication inversion



chromosome 12

424.23

chromosome 1

)
breakpointl breakpoint2
chr12:120194680 chrl:15546767

4501 : :
] I I
o 1 1
3 | i
O | [
0 1 !

1

UTW T |

1

a ! |

\ P

- DNAJC16 .7

GCN1 \

ENST00000300648.7

DNAJC16

No protein domains retained in fusion.

translocation deletion
duplication inversion

ENST00000375847.8 -7

6 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 0



chromosome 12

N
o
©
=Y

Coverage

0
M
s

translocation
duplication

424.23

deletion
inversion

chromosome 1

DNAJC16

GCN1
ENST00000300648.7

breakpointl
chr12:1201946§0

No protein domains retained in fusion.

breakpoint2
cI?r1:15559526

15

DNAJC16 e
ENST00000375847.8 _ -~

-

15

6 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 2 chromosome 6
p13.3 p24.2

breakpointl

breakpoint2
chr2:69345904 chr6:10802059
10272 ! !

Coverage

19

GFPT1 ~-e. . Sel__ __---NAK
ENST00000361060.5

\ 4 kbp

introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 15

GFPT1 MAK

Protein kinase domain

translocation deletion
duplication inversion



chromosome 2 chromosome 6
p13.3 p24.2

>

breakpointl

breakpoint2
chr2:69345904 chr6:10801961
10272 ! !

Coverage

19

GFPT1 -l . ~e__ __---"MAK
ENST00000361060.5

\ 4 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 2

GFPT1 MAK

Protein kinase domain

translocation deletion
duplication inversion



13396

Coverage

chromosome 5 chromosome 4

gl2.1

p15.2
) -~ )
breakpointl breakpoint2

chr5:604879£|12 C||'|r4:23884931

17

PDE4D
ENST00000502484.6

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 124
Discordant mates = 3

PPARGC1A
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



13396

Coverage

chromosome 5 chromosome 4

gl2.1 p15.2
) -~ )
breakpointl breakpoint2
chr5:604879£|12 ckllr4:23831751

17

1
= 4
|
1

PDE4D N T
ENST00000502484.6 M

PPARGCI1A-

ENST00000264867.7

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

PPARGC1A
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



[
w
[{e}

Coverage

0

chromosome 5 chromosome 4

ql2.1 p15.2

(U IR NS NERD

T

breakpointl breakpoint2
chr5:603725:|34 ckllr4:23884931

\

PDE4D .|
ENST00000514552.L'? N
\

\ 2 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT
Splitreads =7

Discordant mates = 3

PPARGC1A
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



13396

Coverage

chromosome 5 chromosome 4

gl2.1 p15.2
) -~ )
breakpointl breakpoint2
chr5:6048794|14

cII'|r4:23884931

17 13
| E—
PDE4D T Tot----. . ____PPARGCIA
ENSTO00005024846 " === 7 ENST00000264867 7

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3

PPARGC1A
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



chromosome 5 chromosome 4

gl2.1 p15.2
— —
breakpointl breakpoint2

chr5:60487942 chr4:23890213
8101 ! :
g 1 1
© 1 1
5 1 1
g 1 1
O | 1
0 1 1
1 1

! ]
~ -

' ~ -
PDE4D AN “~ PPARGCI1A
ENST00000502484.6 I _ENST00000507342.5
[IIEN -7 N
Vo, -7 ~

\ 1 kbp |
introns not to scale

SUPPORTING READ COUNT

Splitreads =1

No coding regions retained in fusion transcript. F
Discordant mates = 3

translocation deletion
duplication inversion



chromosome 5 chromosome 4

gl2.1 p15.2
— —
breakpointl breakpoint2
chr5:603350§2 cr|1r4:23884931
1339 X
% :
5} !
3 1
(§] ]
0 1
1

PDE4D -/

NG

ENST00000511382.2;! N

\ 2 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT
Splitreads =1

Discordant mates = 3

PPARGC1A
RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

translocation deletion
duplication inversion



chromosome 17

p13.3

chromosome 17
g23.2
ﬁ I//_/J\‘

breakpoint2
cr|1r17:106864

breakpointl
chrl7:62560126
4595 [
S
]
[
3
(s}
0

- L AC2405651
__ - - “ENST00000624936.2

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0

No protein domains retained in fusion.

deletion
inversion

translocation
duplication



chromosome 20

q13.32

chromosome 20

q13.32

breakpointl

chr20:58673711
9272 !
% ]
E 1
[ I
3 1
O 1
0 1

translocation deletion
duplication inversion

—_

breakpoint2
cI|1r20:58691724

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
|'SNARE domain

STX16 NPEPL1

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

NPEPL1 ,

ENST00000525817.5

2 kbp |
' introns not to scale

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1



chromosome 9 chromosome 9

gq21.2 p24.2
— - )
breakpointl breakpoint2
chr9:76846515 chr9:3346764
26894 ! !

Coverage

PRUNE2
ENST00000443509.6

\ 6 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0

PRUNE2 RFX3
RFX1 transcription activation region
RFX DNA-binding domain

translocation deletion
duplication inversion



72335

Coverage

chromosome 16

p13.11

chromosome 16

pl2.2

translocation deletion
duplication inversion

_ _ ENST00000396410.9 Tte-s ’ ENST00000424340.5 !

breakpointl
chr16:150300§6

breakpoint2
cr|1r16:22513522

== -

PDXDC1 " T---__ ! NPIPB5

- - ’

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Pyridoxal-dependent decarboxylase conserved domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0

PDXDC1
Nuclear pore complex interacting protein (NPIP)

NPIPB5




chromosome 5 chromosome 11

gq22.2 pl2

breakpointl breakpoint2
chr52:3141129769§6 cr|1r11:40116334

Coverage

0

1
11 | I:: 3 2

~~<-<<eo.._DCP2 “~._LRRCAC
36 _ . -ENST00000619527.4

e e - ~
-———— = ~

A

\ 3 kbp |
introns not to scale

E=N

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Dcp2, box A domain
SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 5
DCP2 LRRC4C
BspA type Leucine rich repeat region (6 copies)
Leucine rich repeat

Immunoglobulin I-set domain

translocation deletion
duplication inversion



chromosome 5 chromosome 11

gq22.2 pl2
N
breakpointl breakpoint2
chr511129769%|36 cll1r11:40140853

2341 ! !
g | |
9] ! 1
3 | |
O 1 1
0 1 1

1

1
i I -
1

_______________ e ___DCP2 <L LRRGAC
ENST00000383083.3 =~ ~~=~=wwu________ _ _ENST0D800619527.4
| 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Dcp2, box A domain
SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 6
DCP2 LRRC4C
BspA type Leucine rich repeat region (6 copies)
Leucine rich repeat

Immunoglobulin I-set domain

translocation deletion
duplication inversion



chromosome 4 chromosome 4

022.3 q22.3
— —
breakpointl breakpoint2
chr4:94758068 chr4:94573351
28478 ! !

() ]
g |
o |
3 1
() |
0 1

! 1

13 | 13
S ; .
"""""""""" -BMPR1B PDLIM5
ENST00000515059%6 = ~——_ _ _ . ENST00000317968.9 L7
s PP e D
\ 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0

PDLIM5

Domain of unknown function (DUF4749)
LIM domain

translocation deletion
duplication inversion



chromosome 4

g22

breakpointl
:94758068
478 !

chr4
28

Coverage

0

@ 14 15 16 7,

translocation
duplication

3

chromosome 4

deletion
inversion

q22.3
— —_—
breakpoint2

cl;1r4:94618004

1
13 | 13
J :
P PDLIMS PP
********* -7 ENST00000317968.9 -7
\ 3 kbp ,

RETAINED PROTEIN DOMAINS
reading frame unclear

PDLIM5
LIM domain

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 4 chromosome 4

q22.3 q22.3
— —
breakpointl breakpoint2
chr4:94996134 chr4:94640276
28478 ! !
g’ ]
E 1
[ 1
3 1
(§] ]
0 1
! 1
13 | 13
3 —:
P PDLIM5 e
ENST00000317968.9 .-
13
\ 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
DLIM5

LIM domain

translocation deletion
duplication inversion



chromosome 4

g22

breakpointl
:94758068
478 !

chr4
28

Coverage

0

@ 14 15 16 7,

translocation
duplication

3

chromosome 4

deletion
inversion

RETAINED PROTEIN DOMAINS
reading frame unclear

n—

LIM domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

q22.3
breakpoint2
chr4:94640276
1
13 | 13
! K
P PDLIM5 e
...... -7 ENST00000317968.9 L
| 3 kbp |



chromosome 4 chromosome 4

g22.3 g22.3
— —
breakpointl breakpoint2
chr4:94875900 chr4:94523724
28478 ! !
g’ ]
E 1
o |
3 1
(§] ]
0 1
1

13

PDLIM5 e
ENST00000317968.9 .

13

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

PDLIM5

PDZ domain
Domain of unknown function (DUF4749)

LIM domain

translocation deletion
duplication inversion



chromosome 4 chromosome 4

q22.3 q22.3
— —_—
breakpointl breakpoint2
chr4:94875900 chr4:94640276
28478 ! !
g’ ]
E 1
o |
3 1
() |
0 1
! 1
13 | 13
! P PDLIM5 e
ENSTO00005T5059%6= = === = . _ _ __ P ENST00000317968.9 -7
H
b :
| 3 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0
DLIM5

LIM domain

translocation deletion
duplication inversion



chromosome 7

chromosome 7
g35

p13

— —_—
breakpointl breakpoint2
chr7:4425454|f2 cr|1r7:143876622

6316

1 1

o I L O RN D :
1 1 !
1 1 !

Coverage

CAMK2B
ENST00000358707.7

2 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain
[ SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0

CAMK2B TCAF1
N-terminal domain of M60-like peptidases
Peptidase M60, enhancin and enhancin-like

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g21.3 g22.2
—
breakpointl breakpoint2
chr21:29066716 chr21:39298582
8730 ! !
S ' '
© J !
[ ! |
3 | 1
O ! 1
0 f 1
1
| 42
L !
e T BRWD]_ - - —--------""""7777°°

CCT8 S
ENST00000286788.9 ,~°~.  __ee----oTT

42

5 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

TCP-1/cpn60 chaperonin family
SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1

CCT8 BRWD1

WD domain, G-beta repeat
Bromodomain

translocation deletion
duplication inversion



chromosome 21

chromosome 21
q21.3

q22.13

breakpoint2

breakpointl
chr21:368968§0 cl|1r21:29008621

ey
(o
[T}
N

1
- St i N S I RN 50 v . )‘*4
X —
1

|
[ - -

Coverage

T - S--.___ RWDD2B---""~

HLCS --o_ _--" 3
ENST00000675307.1 - - ___ - - - “ENST(0000493196.2

R O O 1 S [ Wp—
—
2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Biotin—protein ligase, N terminal
Biotin/lipoate A/B protein ligase family

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
HLCS RWDD2B
RWD domain

Protein of unknown function (DUF1115)

translocation deletion
duplication inversion



chromosome 1 chromosome 1

) - T
breakpointl breakpoint2
chrl:7771385 chr1:9691467
3743 ! !
(]
g | |
o | |
3 1 1
O ! 1
0 1 1
1 I ' ! 1
1= 3 ) 5 24
et | |
1 1
I_IL f 1
T vAMP3 , PIK3CD
ENST00000054666: L1, _ e ENST00000377346.9 !

24

\ 3 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0

VAMP3
P13-kinase family, p85-binding domain

PIK3CD

PI3-kinase family, ras—binding domain
Phosphoinositide 3-kinase C2

Phosphoinositide 3-kinase family, accessory domain (PIK domain)-

translocation deletion

S . - Phosphatidylinositol 3— and 4-kinase—
duplication inversion



chromosome 1 chromosome 1

) - T
breakpointl breakpoint2
chrl:7771385 chrl:9710424
3743 ! !
]
5| :
o | |
3 1 1
() | |
0 1 1
1 I ' ! 1
1= 3 ) 5 24
et | |
1 1
I_IL ) 1
"“‘*«-.,.VA_MP3 Xl PIK3CD e
ENST00000054666: L1, _ e ENST00000377346.9 e
24
\ 3 kbp |

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

VAMP3
P13-kinase family, p85-binding domain

PIK3CD

PI3-kinase family, ras—binding domain
Phosphoinositide 3-kinase C2

Phosphoinositide 3-kinase family, accessory domain (PIK domain)-

translocation deletion

S . - Phosphatidylinositol 3— and 4-kinase—
duplication inversion



chromosome 6 chromosome 5

p24.2 ql2.1
— - )
breakpointl breakpoint2
chr6:10803720 chr5:60185687

2695 : :
S ! 1
¢ | |
9] 1 |
3 1 1
(&) 1 1
0 ! 1

1

14

MAK

2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain
[ SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0

MAK PDE4D

Phosphodiesterase 4 upstream conserved regions (UCR)
3'5'-cyclic nucleotide phosphodiesterase

translocation deletion
duplication inversion



1948

Coverage

chromosome 19

pl3.2

~
S~

translocation
duplication

breakpointl
chr19:1157535|3

L

ZNF627
~ ~ .EENST00000585493.5

deletion
inversion

chromosome 17

q21.2

breakpoint2
cr|1r17:42037885

9 7 6 6 ((((53
| S I | L | L |

N
™
™
N
i

s»—)—)—)—)l—)—)—)—) 5 P 6 By 7 W 9
1 1 J s

| 900 bp ,
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

ZNF385C

Zinc—finger of C2H2 type



chromosome 7 chromosome 7

g21.11 pl4.1
> O
breakpointl breakpoint2

chr7:8313425|0 cr|1r7:42076857
5218 ! !
] 1 I
g ' |
9] 1 )
3 | 1
o [ ]
0 ' 1

PCLO
ENST00000423517.6

6 kbp |

' introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Piccolo Zn—finger
SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

PCLO GLI3
Zinc finger, C2H2 type—

translocation deletion
duplication inversion



chromosome 1 chromosome 19
pl13.12

p31.3
PRy Cﬂ@
—

breakpoint2

breakpointl
chr1:61927829 cr|1r19:15479435

6268

S IO

\ .
PGLYRP2
EN,S’I“00000601792.1

Coverage

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2
PDZ domain
SUPPORTING READ COUNT
Split reads = 11
Discordant mates = 0

PATJ PGLYRP2

translocation deletion
duplication inversion



chromosome 1 chromosome 19
pl13.12

p31.3
PRy Cﬂ@
—

breakpoint2

breakpointl
chr1:61927829 cr|1r19:15480251

6268 : X
1 1
1 1
| 1
) 1
) 1
1 1

Coverage

4 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2
PDZ domain
SUPPORTING READ COUNT
Split reads = 8
Discordant mates = 0

PATJ PGLYRP2

translocation deletion
duplication inversion



9
o
]
9]
>
5]

O

chromosome 7

pl1.2

breakpointl

0

chr7:55019365
825 !

LR N
LR
LR
LA
——mm
LR
P
PR —
LR —
-

translocation
duplication

chromosome 7

g32.1

deletion
inversion

breakpoint2
cll1r7:128468845

2 |

EGFR

)

AC010655.3

ENSTO00002753937™ ~ =~ ==~ = wmwwus L _ ENST00000478818.1
i“‘$“=“,“1““ ’

No protein domains retained in fusion.

’
7.

S

3 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



2956

Coverage

o

chromosome 10

ql1.21

breakpointl
chr10:4263192|9

ZNF33B

ENST00000359467.8

@ 14 15 16 7,

translocation
duplication

deletion
inversion

=3

chromosome 10

ql1.23

i%’

breakpoint2
cr|1r10:48786639

P e T TR
3 ) 12 M 31415164 8192021222 324252 62 7282 38 32333435363 /833940
I

|

4

WDFY4
ENST00000325239.11

i

6 kbp |

RETAINED PROTEIN DOMAINS

reading frame unclear

KRAB box

ZNF33B

WDFY4

PH domain associated with Beige/BEACH

Beige/BEACH domain
WD domain, G-beta repeat

introns not to scale

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 4 chromosome 4

g35.1 g35.1
— —
breakpointl breakpoint2

chr4:184773663 chr4:184299463
18332 : :
g) ! 1
¢ | |
o [ 1
3 ! |
O [ 1
0 1 1
1

_____ \ .,
Myti2Bp2
ENST00000503948.1

\

1]

ACSL1
ENST00000504342.5

[~]
N

T
X
o
o
1

I

©

1 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

AMP-binding enzyme
[ SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

ACSL1

Al
* A
Sy
803
<Y
-
=
S

translocation deletion
duplication inversion



