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NHR2 domain like
MYND finger

translocation deletion
duplication inversion



chromosome 8

chromosome 21
q22.12 g21.3
— —_—
breakpointl breakpoint2
chr21:34880557 chr8:92095171
1984 ! !
S
o
[
3
o
0

RUNX1
ENST00000437180.5

3 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Runt domain
[ SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

RUNX1 RUNXI1T1

NHR1 homology to TAF
NHR2 domain like
MYND finger

translocation deletion
duplication inversion



chromosome 5

g33.1

chromosome 6

g22.1

breakpointl
chr5:1504046§0

136656

Coverage

cp7a el v

@ 14 15 16 7,

deletion
inversion

translocation
duplication

breakpoint2
ck|1r6:117337340

- - -7 ROS1
ENST00000368508.7

\ 4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting
Class Il MHC-associated invariant chain trimerisation domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1

CD74
Fibronectin type Ill domain

ROS1

Protein kinase domain



chromosome 5 chromosome 6

g33.1 g22.1

breakpointl breakpoint2

chr5:150404680 chr6:117324415
136656 | !

Coverage

cp7a el v el _.-- ROS1
ENST00000368508.7

\ 4 kbp |
introns not to scale

14 15 16,
D ‘ 7
LA RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting
Class Il MHC-associated invariant chain trimerisation domain
SUPPORTING READ COUNT
Split reads = 12
Discordant mates = 0

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 5

g33.1

chromosome 6

g22.1

— —

breakpointl

chr5:150402563
136656 ;

Coverage

breakpoint2
ck|1r6:117337340

@ 14 15 16 7,

translocation deletion
duplication inversion

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting
Class Il MHC-associated invariant chain trimerisation domain
ﬁhyroglobun type-1 repeat

CD74
Fibronectin type Ill domain

ROS1

Protein kinase domain

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 3



chromosome 5 chromosome 6

g33.1 g22.1

breakpointl breakpoint2

chr5:150404680 chr6:117326414
136656 | !

Coverage

ROS1
ENST00000368508.7

\ 4 kbp |
introns not to scale

14 15 16,
D ‘ 7
LA RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting
Class Il MHC-associated invariant chain trimerisation domain
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 22 chromosome 11

gl2.2 q24.3
— [
breakpointl breakpoint2
chr22:29287134 chr11:128805366
12562 U U
(]
g
[
3
o
0
1
9
K
e EWSRL™ == --____ JUPEE FLIL T
T -ENSTQO0004065485 T T--o o -7 ENST00000527786.7 -7
9
| 2 kbp |
I

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1

EWSR1 FLI1

Ets—domain

translocation deletion
duplication inversion



chromosome 22 chromosome 11

gl2.2 q24.3
— [
breakpointl breakpoint2
chr22:29287134 chr11:128781958
12562 : :
S i |
o i !
) ] 1
3 1 \
() 1 |
0 1 [
1
9
I
e EWSRL™ == --____ P FLIL STt
T -ENSTQO0004065485 T T--o o -7 ENST00000527786.7 -7
: ]
I
\ 2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1

EWSR1 FLI1
Sterile alpha motif (SAM)/Pointed domain-—

Ets—domain

translocation deletion
duplication inversion



chromosome 22

chromosome 11
ql2.2 q24.3
— —
breakpointl breakpoint2
chr22:29300521 chr11:128772782
12562 ! !
S
I
[
3
o
0
e .
9
d :
1
| EWSR1 ) .- FLI1 e
ENST00000527786.7 -7
* -
9
d
\ 2 kbp |
I

introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn-finger in Ran binding protein and others

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2

EWSR1 FLI1
Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



1021

Coverage

chromosome 2 chromosome 3

qla.l p25.2
. )
breakpointl breakpoint2
chr2:11322715|5 ct|1r3:12312380

12

@ 14 15 16 7,

translocation
duplication

PAXS TTtee-ll -7 PPARG L

ENST00000681162.1 ---T7 .- a ’

2 kbp

introns not to scale

‘s RETAINED PROTEIN DOMAINS
reading frame unclear

'Paired box' domain
Paired-box protein 2 C terminal

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0

PAX8 PPARG
PPAR gamma N-terminal region
Zinc finger, C4 type (two domains)
Ligand—-binding domain of nuclear hormone receptor

deletion
inversion



chromosome 3

chromosome 3
g26.32 q28
- ) —
breakpointl breakpoint2
2050 chr3:1770329?1 cI|1r3:189808272
S
o
[
3
o
0

____________ - TP63
ENSTO00000440651.6 _-"

2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS

14 15 16
D i 17’10
reading frame unclear

LisH
WD domain, G-beta repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1

TPG6

TBL1XR1
P53 DNA-binding domain

P53 tetramerisation motif
SAM domain (Sterile alpha motif)

deletion
inversion

translocation
duplication



chromosome 17

chromosome 15
q21.2

q24.1

breakpointl breakpoint2
chr15:7403453|0 cll1r17:40348316

Jasad) Bbma  AusadN)

- PML N - RARA »

Coverage
o

2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

B-box zinc finger
Protein of unknown function (DUF3583)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 8

PML
Zinc finger, C4 type (two domains)
Ligand-binding domain of nuclear hormone receptor

«=== translocation deletion
duplication == inversion



chromosome 15

q24.1

9851

Coverage

chromosome 17

q21.2

breakpointl
chr15:740334]|.4

breakpoint2
ct|1r17:40348316

«=== translocation
duplication

deletion
“=== inversion

2 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

B-box zinc finger
Protein of unknown function (DUF3583)

PML
Zinc finger, C4 type (two domains)
Ligand-binding domain of nuclear hormone receptor

introns not to scale

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 8



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:3202284}8 cI|1r10:43116584
5660 X X
] ] 1
g ' |
9] 1 |
3 [ 1
O ! 1
0 f [
26

4 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 3

KIF5B RET
Protein kinase domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:32018316 chr10:43116584
5660 : :
S | |
¢ [ |
9] [ |
3 | 1
(&) | 1
0 ' [
26

ENST00000302418.5 - - - =~ i --

4 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 4

KIF5B RET
Protein kinase domain

translocation deletion
duplication inversion



chromosome 20 chromosome 6

Coverage

q13.12 g22.1
—_—
breakpointl breakpoint2
700 chr20:453303§6 ct|1r6:117337340
: :
1 1
1 1
1 )
1 )
0 ' 1

ROS1
ENST00000368508.7

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syndecan domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 10

SDC4 ROS1

Fibronectin type Ill domain
Protein kinase domain

translocation deletion
duplication inversion



Coverage

709

chromosome 20

q13.12

breakpointl
chr20:4533572|32

SDC4
ENST00000372733.3

translocation
duplication

deletion
inversion

chromosome 6

g22.1

SDC4

Fibronectin type Il domain

breakpoint2
ctl1r6:117337340

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

4 kbp |

ROS1

Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 4



chromosome 20 chromosome 6

Coverage

q13.12 q22.1
JE—
breakpointl breakpoint2
700 chr20:453303§6 cr|1r6:117326414
I I
1 1
1 1
1 ]
1 ]
0 1 1

ENST00000368508.7

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syndecan domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 4

SDC4 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 6

chromosome 6
g22.1

q22.1

breakpoint2
ct|1r6:117337340

breakpointl
chr6:11756685|4

3130

Coverage

ENST00000368508.7

4 kbp |
' introns not to scale '

@ 14 15 16 7,

8
RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

GOPC ROS1

Fibronectin type Il domain

Protein kinase domain

deletion

translocation
inversion

duplication



chromosome 15

ql4

chromosome 15

q15.1

breakpointl breakpoint2
chr15:417623§2 cl|1r15:34347969

b | INL.IMMM“HIM |

Coverage

23 |

! NUTM1 ,

MGA

4 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

MGA, conserved domain

Helix-loop—helix DNA-binding domain
SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

deletion
“=== inversion

«=== translocation
duplication



chromosome 1 chromosome 10

pl3.2 qll.21
(T AR D
— —
breakpointl breakpoint2

chr1:114406941 chr10:43116584
5713 | |
> ' |
] | |
o 1 1
g 1 1
S i :

ENST00000369543:6° -~~~ === - _ _ _ -7 - ENST00000340058.6 - - =~~~

3 kbp |
' introns not to scale

14 15 16,
» , 71
LAY 8 RETAINED PROTEIN DOMAINS

reading frame unclear

RING-type zinc-finger
B-box zinc finger
SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1

TRIM33 RET
Protein kinase domain

translocation deletion
duplication inversion



1310

Coverage

pl6.1

chromosome 4

breakpointl
Chl’42777876|2

@ 14 15 16 7,

translocation
duplication

chromosome 9

q21.33

breakpoint2
cr|1r9:84751986

1
14
! |
CTUARAPL- L _--mTT e NTRK2 PP
ENST000003825483 "~~~ _ _ _ -7 ENST00000359847.4 -7
il 4)35 ‘D > 14
\ 3 kbp |
! introns not to scale !
8
RETAINED PROTEIN DOMAINS
reading frame unclear
PH domain
SUPPORTING READ COUNT
Split reads = 12
Discordant mates = 4
AFAP1 NTRK2

deletion
inversion



chromosome 22 chromosome 11

ql2.2 pl3
breakpointl breakpoint2
chr22:29300521 chr11:32392755
12562 ] !

Coverage

I YT 1T T I Y e

S -— —_ S o . . . -

ENST00000448076.9

\ 2 kbp
introns not to scale

RS 1 15 16 4,
[

RETAINED PROTEIN DOMAINS
reading frame unclear

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

Zn-finger in Ran binding protein and others
SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0

Zinc finger, C2H2 type

«=== translocation deletion
duplication == inversion



15988

Coverage

chromosome 16 chromosome 21

pl1.2 gq22.2
-_ —_—
breakpointl breakpoint2
chr16:31191699 cll1r21:38445617

. FUS N T - - -ERG -

\ 2 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn-finger in Ran binding protein and others
SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
FUS ERG
Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 5

935.1

p23.2

chromosome 2

(LR R RRATR NN SR ED

- -

breakpointl
chr5:1713917£|)9

a1
'y

825

Coverage

@ 14 15 16 7,

translocation deletion
duplication inversion

breakpoint2
ck|1r2:29223528

ALK
ENST00000618119.4

RETAINED PROTEIN DOMAINS
reading frame unclear

|fNucleoplasmin/nucleophosmin domain

NPM1

ALK
Protein kinase domain

3 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 5 chromosome 2

g35.1 p23.1
— /K )
breakpointl breakpoint2
chr5:171392816 chr2:29921586
5182 ! |
S | |
o ' !
[ ! 1
3 1 1
O | 1
0 1 1
1

\ 3 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

NPM1 ALK
MAM domain, meprin/A5/mu

Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



chromosome 17 chromosome 10

q24.2 gl1.21
— —
breakpointl breakpoint2
chrl7:68525912 chr10:43116584
9347 : :
S i |
] | |
o 1 1
3 1 1
() 1 1
0 1 1

- PRKARIA  ~~<_
"~ ~ _ ENST00000586397.5 S~

2 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type Il PKA R-subunit
Cyclic nucleotide-binding domain
SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2

PRKARI1A RET
Protein kinase domain

translocation deletion
duplication inversion



8116

Coverage

p13.2

]
N
]

chromosome 12

breakpointl
chr12:1186996|39

chromosome 9

q21.33

TETVE - - _

"ENST00000396373.9

translocation

duplication

deletion
inversion

breakpoint2
cr|1r9:84934162

19
4 —:
PSS NTRK2 UL
-7 ENST00000277120.8 -7
19
4 kbp |
introns not to scale !
RETAINED PROTEIN DOMAINS
reading frame unclear
Sterile alpha motif (SAM)/Pointed domain
SUPPORTING READ COUNT
Split reads = 12
Discordant mates = 1
NTRK2

ETV6

Protein kinase domain



chromosome 1 chromosome 2

g21.3 p23.2
R TR TR R S (LM RRUIN N RN N NN INED
— I —

breakpointl
chr1:1541704C|)0

breakpoint2

chr2:29223528
21220 U

Coverage

28

TPM3 el -7 BRI JEPEEL ALK

ENST00000618119.4

\ 3 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

TPM3 ALK

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 2

g21.3 p23.1

ISR QIR R ECREEED

—

breakpointl

breakpoint2
chr1:1541704(|JO

chr2:29921586
21220 )

Coverage

TPM3 o o7 T e ALK o ceemmmmmmmTTTTTTT
ENST00000368533.8 .~ ~~_ ENST00000389048.8

\ 3 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1

TPM3 ALK
MAM domain, meprin/A5/mu
Glycine rich protein

Protein kinase domain

translocation deletion
duplication inversion



229

Coverage

(UIREE MR NINEED

chromosome 3

—

breakpointl
Chr3:18887276|3

translocation
duplication

28

chromosome 12

q14.3

breakpoint2
cr|1r12:65824483

_ (ROSHIREED

deletion
inversion

RETAINED PROTEIN DOMAINS

reading frame unclear

LIM domain

LPP

AT hook motif

HMGA2 ’

ENST00000403681.7 !

L —

5 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2



Coverage o
N

chromosome 10

qll.22

breakpointl

chr10:46010223
52 ;

@ 14 15 16 7,

translocation
duplication

TTUNGOA4.
ENST00Q00579039.2

deletion
inversion

1\

chromosome 10

ql1.21

breakpoint2
ct|1r10:43116584

____________ RET
__________ ENST00000340058,6 - - - = ~
RETAINED PROTEIN DOMAINS
reading frame unclear
Nuclear coactivator
NCOA4 RET

Protein kinase domain

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2



chromosome 17 chromosome 10

pl13.3 gq22.3

breakpointl breakpoint2

chrl7:1354211 chr10:79706042
13685 : :

Coverage

3 NUTM2B e
ENST00000264335.13 _ - -~~~ ~~___ PR ENST00000429828.5 -7
By N o B N e
I

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

14-3-3 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2

YWHAE NUTM2B

NUT protein

translocation deletion
duplication inversion



chromosome 15

chromosome 12
p13.2 g25.3
— —
breakpointl breakpoint2
chr12:11869969 chr15:88126373
8116 ! !
> ' |
] | |
o | |
8 1 1
o | 1
0 1 1

---------- ETV6---____

3 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 4

ETV6 NTRK3
Protein kinase domain

translocation deletion
duplication inversion



chromosome 6

g22.1

chromosome 6
g25.3

—
breakpointl breakpoint2
9018 chr6:15876932|6 cll1r6:117337340

Coverage

ENST00000368508.7

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

@ 1A 15 16 7,
= FERM N-terminal domain
FERM central domain
FERM C-terminal PH-like domain
Ezrin/radixin/moesin family C terminal
[ SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

EZR ROS1

Fibronectin type Il domain
Protein kinase domain

translocation deletion
duplication inversion



chromosome 6
g25.3

—

breakpointl
chr6:1587707(?‘4

9018

Coverage

@ 14 15 16 7,

translocation deletion
duplication inversion

chromosome 6

g22.1

breakpoint2
Ck|1r6:117326414

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N-terminal domain

FERM central domain
FERM C-terminal PH-like domain
Ezrin/radixin/moesin family C terminal

EZR ROS1
Protein kinase domain

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0



chromosome 19

pl3.3

I,

e

breakpointl
chr19:16191]|.1

Coverage

| 20

deletion
inversion

«=== translocation
duplication

T ahial i),

RETAINED PROTEIN DOMAINS

reading frame unclear

PB

PBC domain
Homeodomain

chromosome 1
g23.3

breakpoint2
cr|1r1:164792494

- PBX1 -

2 kbp |
' introns not to scale '

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 1
g23.3

chromosome 19

pl3.3
N
breakpointl breakpoint2
cl|1r1:164792494

chr19:1615686
7509 :
2 3 | 5 =4

0

Coverag

- PBX1 -

....... Tch-____-----

\ 2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear
SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

PB}

PBC domain
Homeodomain

deletion
inversion

«=== translocation
duplication



chromosome 1 chromosome 1

p33 p33

D )
breakpointl breakpoint2

chr1:47304889 chrl:47229771
1056 ! :
g) ! 1
IS [ 1
[ [} 1
3 [ 1
o [ 1
0 ' 1
1

STIL NNy TTe--l TALL

ENST00000371877.8 s ENST00000294330.3_ _ __

\ 3 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SCL-interrupting locus protein N—-terminus

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2

STIL TAL1
Helix-loop-helix DNA-binding domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

p33 p33

breakpointl breakpoint2

chr1:47260289 chr1:47220174
1056 ; !

Coverage

' I

| 4 (-{HH 2 -(--1
1

1

_ I
1
“““““ STH-oo___-memmTTTTT B U, Y&
ENSTO00Q03Z1877:8~ ~~~ ~ ~~=~---____ -7 T ENST00000294339.3
4 |
\ 3 kbp |
' introns not to scale '
14 15 16
g 1728
RETAINED PROTEIN DOMAINS
reading frame unclear
|fSCL—interrupting locus protein N-terminus
SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
STIL AL1

Helix—loop—helix DNA-binding domain

translocation deletion
duplication inversion



chromosome 12

ql3.3

breakpointl

chr12:57093598
11993 !

Coverage

chromosome 12

ql3.3

breakpoint2
cr|1r12:57099440

translocation deletion
duplication inversion

ENST00000454075.7

RETAINED PROTEIN DOMAINS
reading frame unclear

NAB conserved region 1 (NCD1)

NAB2

SH2 domain

NAB conserved region 2 (NCD2)

2 kbp

STAT6

STAT6 C—terminal

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 2



Coverage

575

chromosome 7

pl1.2

@ 1 15 16 4,

translocation
duplication

deletion
inversion

EGFR

chromosome 7

pl1.2
)
breakpointl breakpoint2
chr7:5520041|3 cr|1r7:55796092
! !
1 ]
1 ]
1 ]
) ]
1 1

1

27 | | 10
1
1

" SEPTIN14
ENST00000388975.4

~

10

3 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

—Receptor L domain
r Furin—like cysteine rich region
Receptor L domain

Growth factor receptor domain IV
|7Protein kinase domain

EGFR SEPTIN14

introns not to scale

SUPPORTING READ COUNT

Split reads =9
Discordant mates = 1



chromosome 18 chromosome X

qll.2 p11.23

breakpointl breakpoint2
chr18:28%2162§3 cl;1rX:48410864

Coverage n

0

11

=3

SS18 o -----mmTTTTTTTT T--___ __SSx4B"

‘‘‘‘‘ - - -~ ENST60000595235.5

11

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SSXT protein (N-terminal region)
[ SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1

SS18 SSX4B
KRAB box
SSXRD motif

translocation deletion
duplication inversion



chromosome 16 chromosome 12

pl1.2 ql3.3
o
breakpointl breakpoint2
15988 chr16:311916(|)5 cr|1r12:57520514

[N
=
= =
4
dL
ol
Bk
g
A
Lo
-

. - - = -—
1
4
\ 1
" .

Y FUS | STt~ __DDIT3.---"""
=
‘\ ENST00000254108.12 \ - —ENST0060055111§.5

\ 1 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn-finger in Ran binding protein and others
SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0

FUS DDIT3

«=== translocation deletion
duplication == inversion



chromosome 9

chromosome 12
p13.2 q34.12
— —_—
breakpointl breakpoint2
chr12:11869969 chr9:130854064
8116 ! !
g’ I
¢ |
5} )
3 1
(§] )
1
8 | | 1 11
N 1
-7 ABL1 Pt

3 kbp
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

erile alpha motif (SAM)/Pointed domain

St
SUPPORTING READ COUNT
Splitreads =7
Discordant mates = 2
n

ETV6 ABL1

SH3 domai
SH2 domain
Protein kinase domain

F-actin binding-

translocation deletion
duplication inversion



8116

Coverage

p13

chromosome 12

2

chromosome 5

g32

EkH

— J—
breakpointl breakpoint2
chr12:1189537|7 ct|1r5:150129968
]
]
]
]
]
]
1
: |
| | 23
. }
: L o
N —— -
ETV6 \ TT---.___ ___-----"PDGFRB
\ R ENST00000261799.9

ENST00000396373.9

@ 14 15 16 7,

translocation
duplication

b

h

1]
o "W

deletion
inversion

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain
Ets—domain
[ SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1

PDGFRB
Protein kinase domain

ETV6



chromosome 17 chromosome X

g25.3 pl1.23
breakpointl breakpoint2
chr17:820174(|)6 ckler:49043357
3722 X 1
] 1 I
g ' |
9] 1 |
8 ! 1
(&) | 1
0 1 1
1 1

=

o

2>
=1
o
—o
o
n
SE

. ASPSCR1 N T T T e TFE3
\ ENST00000306729.11 N

10

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

TUG ubiquitin—like domain

UBX domain
SUPPORTING READ COUNT
Split reads = 6
Discordant mates = 0
FE3
erminus
in

ASPSCR1
MITF/TFEB/TFEC/TFE3 N-t
Helix-loop—helix DNA-binding doma
Domain of unknown function (DUF3371)

translocation deletion
duplication inversion



12562

Coverage

0

chromosome 22 chromosome 2

ql2.2 g33.3
breakpointl breakpoint2
chr22:2930052|1 cr|1r2:207577505

J'I“'NH'.I.‘LL ‘.IH.L‘
=

-1 __I
\ \

. EWSR1 \ __.--TREB1 -7
ENST00000430624°5

=
oo
AR
&
H
a(om
=
=
IS
e
5
~
QL
5
o

\ 2 kbp
introns not to scale

RS 1 15 16 4,
[

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Zn-finger in Ran binding protein and others

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

EWSR1 CREB

bZIP transcription factor

«=== translocation deletion
duplication == inversion



chromosome 6

(ST G G D

—

breakpointl

chr6:163563719
5338 :
g’ ]
I !
[ ]
3 |
O 1
0 1

@ 14 15 16 7,

translocation
duplication

q26

chromosome 9

021.33

deletion
inversion

breakpoint2

cl|1r9:84948462

19

--"" NTRK2

- ENST00000277120.8

5 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

KH domain

QKI

NTRK2
Protein kinase domain

introns not to scale

—Putative nuclear localisation signal of quaking

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 6 chromosome 9

g23.3 p23
— — — —

breakpointl breakpoint2
chr6:13521917|2 cll1r9:14120624

3400

]

]

]

]

]

|

1

| ! ll

R O R i e M
! : —I
1 | 1

[} J

Coverage

16

' MYB \ ~. -- NFIB
N ENST00000341911.10 \ - S - ENSTO00000397575.7

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

o 1A 15 16 4, -
L 8 reading frame unclear

Myb-like DNA-binding domain
LMSTEN motif

C-myb, C-terminal

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 3

MYB NFI
CTF/NF-I family transcription modulation region

translocation deletion
duplication inversion



chromosome 1

breakpointl

chr1:154170400
21220 /

Coverage

1
L

TPM3 S (,'
ENST00000368533.8 ,~ ~

L ~

g21.3

chromosome 6

g22.1

breakpoint2
ct|1r6:117324415

ROS1
ENST00000368508.7

@ 14 15 16 7,

translocation deletion
duplication inversion

h 4

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

TPM3 ROS1

Protein kinase domain

4 kbp

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 1



chromosome 19

pl3.12

chromosome 19

pl3.12

breakpointl
chr19:14516466
5003 :
(] 1
g .
[ 1
g i
(§] 1
0 [
—
3 ¢
S
DNAJB1

ENST00000254322.3

translocation deletion
duplication inversion

'
!
s N
'
'
i~
i~
I]:lj

10

breakpoint2
cr|1r19:14107409

RETAINED PROTEIN DOMAINS

DnaJ domain

reading frame unclear

|fDnaJ C terminal domain

DNAJB1

PRKACA
Protein kinase domain

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



chromosome 8 chromosome 8

Coverage
w

pl1.23 gl2.1
N
breakpointl breakpoint2
chr8:3841391|2 cI|1r8:56211267
: :
1 1
1 1
: :
0 | 1
1

---------------- TTe- L PLAGL---""7"
_ _ - - ENST00000429357 .2

2 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

RS 14 15 16 1>

: Immunoglobulin domain

Immunoglobulin I-set domain
NA

Protein kinase domain
[ SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

.IJL

FGFR1 PLAG1
C2H2-type zinc finger—
Zinc finger, C2H2 type
C2H2-type zinc finger

Zinc finger, C2H2 type—

translocation deletion
duplication inversion



chromosome 8 chromosome 8

q21.13 ql3.3
J—
breakpointl breakpoint2
chr8:79766651 chr8:70148483
3584 ! :
S ' |
o J !
[ ! I
3 ! 1
() ! |
0 f 1

5 23 22 8 3
1 1
1

HEYL >~ _ .
ENST00000354724.8
4

3 kbp |
introns not to scale

@ 1 15 16 4,
I

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix-loop—helix DNA-binding domain
SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

HEY1 NLOA2

Domain of unknown function (DUF4927)
Nuclear receptor coactivator
Nuclear receptor coactivator, DUF1518

translocation deletion
duplication inversion



1788

Coverage

chromosome 19

p13.3

I,

e

breakpointl
chr19:3071:l|.9

f J‘Imm.m

14

«=== translocation
duplication

deletion
“=== inversion

MIER2
ENST00000264819.6 _---

chromosome 19

p13.3

(D

breakpoint2
cr|1r19:287751

R
I
| 6 (€5 A€ 3 -2
I

~ /‘

TSo. __PLPP2

S~ -

- ENS’EDQOOO434325.7

RETAINED PROTEIN DOMAINS
reading frame unclear

ELM2 domain
Myb-like DNA-binding domain

2 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



Coverage

981

chromosome 3

chromosome 2

p25.3 g33.3
— J—
breakpointl breakpoint2
chr3:975042|3 ci|1r2:207570179

1
1
1
1
1
]
1

1 1

8

@ 14 15 16 7,

translocation deletion
duplication inversion

-7 CREB1
--7 ENST00000430624.5 ~ __--~

RETAINED PROTEIN DOMAINS
reading frame unclear

8-oxoguanine DNA glycosylase, N-terminal domain

0GG1 CREB1

pKID domain
bZIP transcription factor

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



600

Coverage

chromosome 6

@ 1 15 16 4,

translocation
duplication

q22.33

deletion
inversion

breakpointl
chr6:1281844?|>2

PTPRK <
ENST00000368207.7

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu
Immunoglobulin I-set domain
EFlbronectn type Il domain
»SPO
teine—rich

PTPRK
Furin-like repeat, cys
Spondin-like TSP1 domain

chromosome 6
gq22.33

breakpoint2
cl;1r6:127148648

RsPO3

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



Coverage -

chromosome 5

chromosome 1

p35.3 g31.2
(LA 0t B GG )
-— —
breakpointl breakpoint2
6ct21r1:285081f|30 cr|1r5:139600372
E |
] 1
] 1
0 | :
! 1
5 6 7
i
/I
UBE2D2 o ’
ENST00000398733.8 i -
7
| 2 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0

UBE2D2
Ubiquitin-conjugating enzyme

translocation deletion
duplication inversion



7622

Coverage

chromosome 1

p35.3

breakpointl
chr1:2850816|0

@ 14 15 16 7,

translocation
duplication

SNHG3
ENST00000437681.1

deletion
inversion

chromosome 5

g31.2

breakpoint2
cr|1r5:139600372

-7 UBE2D2
-7 ENST00000398733.8

RETAINED PROTEIN DOMAINS
reading frame unclear

UBE2D2
Ubiquitin-conjugating enzyme

1 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =5
Discordant mates = 0



Coverage

chromosome 12 chromosome 12

ql4.3 ql4.3
breakpointl breakpoint2
chr12:659662?1 ct|1r12:65077854

]

]

]

]

]

I

1

AN '

253394 5

S ity !
1

\

1
| 10
: ! i
\ . ‘*—_\_‘§ —_____—-‘
\ HMGA2 ' Tte-Ll____WIFE-"
\ ENST00000403681.7 \ __ - ----"" ENST00000286574.9
\ -=-"- -~
\ o -~
| I (- P b
2 3 /b 5 33 4 3 7 ;
[T e

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 1
HMGA2 IF1
WIF domain
ain

Human growth factor-like EGF
EGF-like dom

translocation deletion
duplication inversion



chromosome 11 chromosome 1

q23.3 g21.3
— —
breakpointl breakpoint2
chr11:11852683|6 ct|1r1:151067223

3927

0.‘|MImn|IIIIllllnlh.ilwllmmk i

Coverage

' KMT2A . , MLLT1L
* ENSTO00000389506.10 \ , ’ ENST00000368/921.5
\

5 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

~CXXC zinc finger domain
PHD-finger
PHD-like zinc-binding domain

F/Y-rich N-terminus
F/Y rich C-terminus
SET domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 1

KMT2A
Putative WW-binding domain and destruction box

«=== translocation deletion
duplication inversion



chromosome 11 chromosome 17

g23.3 g25.3
(IDCIIEIIIQ
breakpointl breakpoint2
chr11:118526832 chrl7:77307141
15536 : '
] 1
2 '
9] !
3 1
(§] ]
0 1
1
]
36

1
| 1
\ l\

\ KMT2A v SEPTINO /

' ENST00000534358.8 N ENST00000427177.6

36

\ 6 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

~ CXXC zinc finger domain

T PHD-finger

PHD-like zinc-binding domain
F/Y-rich N-terminus

F/Y rich C—terminus

SET domain
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 1
KMT2A SEPTIN
Septin

translocation deletion
duplication inversion



chromosome 22 chromosome 9

Coverage

gl1.23 q34.12
breakpointl breakpoint2
chr22:23290413 chr9:130854064
1884 ! !
1
]
I
|
0 1
23 | 11
N 1
L7 ABL1 P
T =~-.___ ENST00000305877.13 Tte-al .7 ENST00000372348.7 e

11

4 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

@ 14 15 16 7,
= Bcr—Abl oncoprotein oligomerisation domain
RhoGEF domain

PH domain
C2 domain
SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0
BCR ABL1
SH3 domain
SH2 domain
Protein kinase domain

F-actin binding-

translocation deletion
duplication inversion



Coverage n

0

chromosome 12

q13.13

breakpointl
chr12:51241116
002 !

" ~DAZAP2_
ENST00008412716:8. _

translocation
duplication

chromosome 12

q13.13

—

deletion
inversion

breakpoint2
cr|1r12:51440708

25

SLC4A8
ENST00000453097.7

25

RETAINED PROTEIN DOMAINS
reading frame unclear

|'DAZ associated protein 2 (DAZAP2)

DAZAP2

Band 3 cytoplasmic domain

SLC4A8

HCO3- transporter family

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 13

g32.1

chromosome X

g22.1

breakpointl
chr13:95677337
175 !

Coverage

0

_

breakpoint2
ct|1rX:101486023

12

- 4o
===
===
=====:==
===
==aa
=

DNAJC3

ENSTO000060240256= = = = = - . _ _ _ - /

translocation deletion
duplication inversion

- b

ARMCX4 ’
ENST00000354842.4 ’

7 M s

No protein domains retained in fusion.

\ 3 kbp |
introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 12 chromosome 21

p13.2 g22.12
— —
breakpointl breakpoint2
chr12:1189537|5 cr|1r21:35049304

8116 !
S |
g :
3 1
(§] ]
0 1

1

1 l : 1 |
DML 8 ] 9 HlHlF
o ; : s '

' ETV6 b b P RUNX1
' ENST00000396373.9

‘ _]
mn it e 8 %IIHIH 9
d
3 kbp |

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Ets—domain
[ SUPPORTING READ COUNT
Split reads =3
Discordant mates = 0
ETV6 RUNX1
Runt domain

Runx inhibition domain

translocation deletion
duplication inversion



chromosome 11

chromosome 19

g21 pl3.11
- JE—
breakpointl breakpoint2
chr11:95976592 chr19:18683686

4746 ! :
> ! |
g ! '
[ ! |
3 ! |
() 1 1
0 1 I

: — I 1

— 5 4 15

! e |

1

~~~~~~~~~~~~ MAML2 o ---"" K CRTC1 )

_ __ - ENSTO00005247176~ ~ - - - _ _ _ / ENST00000338797.10 )/
------------ ,
——— : 5 E
[
\ 4 kbp |

RETAINED PROTEIN DOMAINS
reading frame unclear

MamL-1 domain

MAML2 CRTC1
Transducer of regulated CREB activity, N terminus
Transducer of regulated CREB activity middle domain
Transducer of regulated CREB activity, C terminus

translocation deletion
duplication inversion

introns not to scale

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0



chromosome 19

chromosome 19
p13.11 p13.11
f ) -
breakpointl breakpoint2
chr19:18589077 chr19:18613872
3047 ! !
2, ‘ .
IS 1
: nd b =
o
: 3 4 | 5 | : )

- __ "REX1BD. __ P TMEMS9L 3
- ENST00000262817.8 - -

ENST00006358607.11 ™ ~ - - - _

900 bp ,
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA repair REX1-B

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

TMEM59L

Brain specific membrane anchored protein

REX1BD

«=== translocation deletion
duplication == inversion



chromosome 19

chromosome 19
p13.11

p13.11

breakpoint2

breakpointl
cf|1r19:18613872

chr19:1858890

w
=]
X

Coverage

TMEM59L
ENST00000262817.8 -

43 5 6 8

900 bp ,
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

REX1BD TMEM59L
Brain specific membrane anchored protein

«=== translocation deletion
duplication == inversion



chromosome 17 chromosome 17
g25.1 g25.1

breakpointl breakpoint2
ggg17:757788%0 ck|1r17:75662997

Coverage o

1

: )
H3-3B _ L
ENST00000589599.5 _

o

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Core histone H2A/H2B/H3/H4

H3-3B RECQL5
DEAD/DEAH box helicase
main

Helicase conserved C-terminal do
RecQ zinc-binding
RecQ helicase protein-like 5 (RecQ5)-

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p23.1

ql3
breakpointl breakpoint2
chr2:108758548 chr2:29921586

4707 : :
S ! |
o | !
[ ! 1
3 1 1
(&) ] 1
0 1 1

1

6 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

RANBP2 ALK
MAM domain, meprin/A5/mu
Glycine rich protein
Protein kinase domain

translocation deletion
duplication inversion



chromosome 9 chromosome 9

q34.11 q34.13

— —

breakpointl breakpoint2
chr9:1286963£|)6 cr|1r9:131125586

8619 . !
(4]
g : :
6 1 1
g 1 1
O 1 |
0 1 |
1 ! ! M
NSNS ' NN
-3 7 8 | 24314 7 12 22 29
. ! 1 1 | L
|\ : : /I
\ N / i
\ SET o NUP214 ,
, ENST00000322030.13 « ENST00000359428.10 K

h 4

TR

4 kbp
introns not to scale

‘ U INARS “ 1]
dili 7 8 |1||234‘

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleosome assembly protein (NAP)
SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

SET NUP214
Nucleoporin Nup214 phenylalanine—glycine (FG) domain

translocation deletion
duplication inversion



