chromosome 4 chromosome 4

pl6.3 p16.3
— — N
breakpointl breakpoint2
chr4:1806934 chr4:1739702
21172 ! !

Coverage

N FGFR3 BN

\ 2 kbp
introns not to scale

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

Immunoglobulin I-set domain

|7Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1931
Discordant mates = 4

FGFR3 TACC3
Transforming acidic coiled—coil-containing protein (TACC), C—terminal

translocation deletion
duplication inversion



chromosome 4 chromosome 4

pl6.3 p16.3
— — )
breakpointl breakpoint2
chr4:1806915 chr4:1739703
21172 ! !

Coverage

N FGFR3 s .
~ ENST00000352904.6 s -

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I-set domain

|7Protein kinase domain

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 3

FGFR3 TACC3
Transforming acidic coiled—coil-containing protein (TACC), C—terminal

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3

q22.2
— —
breakpointl breakpoint2
chr21:41508081 chr21:38584945

12182 ! !
g’ 1 1
E 1 1
[ 1 1
8 ! |
O ! 1
0 [ 1

1 | 1

14

TMPRSS2
ENST00000678959.1

\ 2 kbp

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 1245
Discordant mates = 0

ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3

g22.2
— —
breakpointl breakpoint2
chr21:41508087 chr21:38584948
12182 ! !

Coverage

TMPRSS2 S ERG.-----""""__
ENST00000458356.6 ‘;\ __________ ENSTODOO@S’QSQJ.Q 6 _ _

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0

ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3

g22.2
— —
breakpointl breakpoint2
chr21:41508077 chr21:38584940
12182 ! !

Coverage

1
| 1
1

TMPRSS2
ENST00000458356.6

\ 2 kbp

introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

g23.1
(T AR [N R D O S AR T S
— — —
breakpointl breakpoint2
25076 chr1:15613077|3 cl|1r1:156874906
1 1
S ' |
& I |
3 1 |
O ) [
0 1 [

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

SUPPORTING READ COUNT

Split reads = 613
Discordant mates = 6

LMNA
Tyrosine kinase receptor A trans—-membrane domain

NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 4 chromosome 7

pl6.3

g21.3

—_

breakpointl

breakpoint2
chr4:18069€|’>4

chr7:98362432
12750 ;

Coverage

14

. FGFR3 o T

BAIAP2L1
ST00000805260.9

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I-set domain

|7Protein kinase domain

SUPPORTING READ COUNT

Split reads = 509
Discordant mates = 1

FGFR3 BAJAP2L1
IRSp53/MIM homology domain

Variant SH3 domain

translocation deletion
duplication inversion



chromosome 12 chromosome 15
p13.2 g25.3

breakpointl
chr12:1186996|39

breakpoint2

chr15:87940753
15594 ;

Coverage

ETV6 ----____ N7 NTRK3

ENST00000542733.6

\ 3 kbp
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 496
Discordant mates = 0

ETV6 NTRKS3

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g21.3

(R RN IR D

— N/

g23.1

breakpointl

breakpoint2
chr1:1541704(|)0

chr1:156874571
54494 '

Coverage

TPM3 el -7 ___----""7 NTRKL -7

_ o - ENST00000392302.7 _ - -~~~

\ 2 kbp
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 476
Discordant mates = 0

Tropomyosin
M3
TRKJ -

TPM3 , NTRK1
Tyrosine kinase receptor A trans—-membrane domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

qll.22 qll.21

breakpointl
chr10:460128§3

breakpoint2
ct|1r10:43116584

15071

Coverage

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

SUPPORTING READ COUNT

Split reads = 426
Discordant mates = 2

NCOA4 RET

Protein kinase domain

translocation deletion
duplication inversion



15073

Coverage

chromosome 10

q21.2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

CCDC6
ENST00000263102.7

chromosome 10

gl1.21
— —
breakpointl breakpoint2
chr10:5990612|2 cr|1r10:43116584

N

[N
=
N)

RETAINED PROTEIN DOMAINS
reading frame unclear

|fUncharacterized conserved protein H4 (DUF2046)

CCDC6

RET

Protein kinase domain

ENST00000340058.6- - =~ ~

3 kbp

introns not to scale '

SUPPORTING READ COUNT

Split reads = 360
Discordant mates = 2



Coverage
N

p15.2

breakpointl
chr4:2566433|’0

"SLC34A2 *,
ENST00900507530\.J,

@ 14 15 16 7,

translocation
duplication

chromosome 4

chromosome 6

q22.1

breakpoint2
cfllr6:117324415

deletion
inversion

SLC34A2

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi—cotransporter

3 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 349
Discordant mates = 4



Coverage
N

p15.2

breakpointl
chr4:2566433|’4

"SLC34A2 *,
ENST00900507530\.J,

@ 14 15 16 7,

translocation
duplication

chromosome 4

chromosome 6

q22.1

breakpoint2
cl|1r6:117324412

deletion
inversion

SLC34A2

ROS1
ENST00000368508.7

RETAINED PROTEIN DOMAINS
reading frame unclear

Na-+/Pi—-cotransporter

3 kbp |

ROS1
Protein kinase domain

introns not to scale

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:32017143 chr10:43114480
11024 : :
S ! |
E 1 1
[ [ |
3 | 1
O ! i
0 f 1
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 = 311
Discordant mates = 4

KIF5B RET

Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 6

g33.1 g22.1
— —  —
breakpointl breakpoint2
chr5:150404680 chr6:117324415
235592 ! !
S
o
[
3
o
0

CD74~ < _.* RN -7 ROS1
ENST00000353§3472I.1 - - S 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 = 246
Discordant mates =5

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 6

g33.1 g22.1
— —  —
breakpointl breakpoint2
chr5:150404683 chr6:117324417
235592 ! !
S
o
[
3
o
0

CD74~ < _.* RN -7 ROS1
ENST00000353§3472I.1 - - S 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 =5

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 3

chromosome 2
p25.2

ql4.1

breakpoint2
ck|1r3:12379704

breakpointl
chr2:1132353?4

2496

Coverage

12 ¢
PPARG , ’

PAX8
ENST00000429538.8

2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS

14 15 16
D T 17’10
reading frame unclear

'Paired box' domain
Paired-box protein 2 C terminal
SUPPORTING READ COUNT
Split reads = 193
Discordant mates = 0

PAX8 PPARG

PPAR gamma N-terminal region

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

deletion

translocation
inversion

duplication



7462

Coverage

chromosome 2

p21

@ 14 15 16 7,

translocation
duplication

breakpointl
chr2:4229551|6

deletion
inversion

EML4
"~~~ ~ - _ENST00000401738.3

p23.2

- (D RN TNA TR D

28

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

EML4

WD domain, G-beta repeat

chromosome 2

breakpoint2
ct|1r2:29223528

ALK

Protein kinase domain

ALK
ENST00000618119.4

=3

Tl

4 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 0



chromosome 1 chromosome 7

g32.1

q34

breakpointl breakpoint2
chr1:205680394 chr7:140794467
12120 U !

Coverage

SLC45A3 \
ENST00000367145.4 “‘\ === Te--l _E_NST00000288602.11

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 0

BRAF

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1

chromosome 3
g23.1

gl2.2
CULALALCE LA A G LA )
T —
breakpointl breakpoint2

chr3:100732672 chrl:156874571
9160 ! )
3 : :
¢ ! |
9] ! |
3 1 1
O ! [
0 1 1

T
L |

Tl TFG el ---mTT NTRK1 -
= -ENST00000675243.1 -l I ENST00000392302.7 _ _ - ---~""
\ 2 kbp |
' introns not to scale '
14 15 16
g 17 2
RETAINED PROTEIN DOMAINS
reading frame unclear
|fPBl domain
l SUPPORTING READ COUNT
NT,
Rkq Split reads = 109
Discordant mates = 0
TFG NTRK1

Tyrosine kinase receptor A trans—membrane domain
Protein kinase domain

translocation deletion
duplication inversion



chromosome 7 chromosome 7

pl1.2

pl1.2

breakpointl breakpoint2
chr7:5520041|3 ct|1r7:55796092

2093

Coverage

10

- EorR “~._ _.--"7 SEPTIN14
-7~ N ENST00000388975.4

10

3 kbp |
introns not to scale

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

@ 1 15 16 4,

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 1

EGFR SEPTIN14

translocation deletion
duplication inversion



chromosome 6 chromosome 18

p21.1 qll.2
breakpointl breakpoint2
chr6:43687668 chr18:21593488
2237 : :
g’ 1 1
] [} 1
5} 1 !
3 [ 1
(&) | 1
0 [ 1
1
]

1
8

’_ 1 1
6 : i TRRRRR . | 3
SRR L | L | | X !
1 1
1

MRPS18A N “~._.--7~ ESsco1
ENST00000372133.8 N -7 s ENST00000580101.1

600 bp ,
introns not to scale

SUPPORTING READ COUNT

Split reads = 15

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

translocation deletion
duplication inversion



chromosome 1 chromosome 1

Coverage

q44 q44
(ARt AN AL B ) CALALALCE AL G LA L)
E—
—  — — |
breakpointl breakpoint2
1364 chr1:2484493?2 ct|1r1:248473333
1
1
E
1
0 |

___________________ OR2T2 . OR2T3 s
T T ENSTO0000641925.2 T T T ---o__ L7 ENST00000359594.3 -~

\ 1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 1

OR2T3

Olfactory receptor

translocation deletion
duplication inversion



2554

Coverage

chromosome 3

chromosome 3

p21.31 p21.31
— T
breakpointl breakpoint2
chr3:503515§0 C||1r3:49033228
I I
] 1
] 1
] )
] )
1 1
1 I | | P
B s WS R e L DT RS B it
. (S| . S
1 ! \ [
Tt CvBB6ID2 el -7 QRICHL
-7 ENST00000357496.6

ENST006800424512.5 ~ ~ ~ _ _

@ 14 15 16 7,

deletion
inversion

translocation
duplication

1 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

QRICH1
Domain of unknown function (DUF3504)

CYB561D2



chromosome 18 chromosome 18

g21.31 q21.32
breakpointl breakpoint2
chr18:58536660 chr18:58659863
4435 ! :
S 0 1
g ! [
[ | 1
3 | 1
O | |
0 1 1
| 1 1
1 1
! 2 : 16
| 1 1
| 1 1
-~ Lo - Il
Tt -. . _ _AC1051051 _ _ ) MALT1 /
ENST00000591360.1 ~ ~ =~ - _ / ENST00000345724.7 )
=20 - , ,

2 kbp |

introns not to scale

> RETAINED PROTEIN DOMAINS
2 reading frame unclear
=<

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

MALT1
Immunoglobulin domain
Immunoglobulin domain
Caspase domain
MALT1 Ig-like domain-

translocation deletion
duplication inversion



chromosome 18 chromosome 18

g21.31 q21.32
breakpointl breakpoint2
chr18:58536660 chr18:58681170
4435 ! !
g) ]
E 1
[ 1
3 |
O [
0 1
1 ! 1
1
: : | x
1 ! 1
I~ : N 1
TTTe-L . ACIO5105.1 _ _ MALT1
ENST00600591360.1 ™~ = - _ P ENST00000345724.7 L7

2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

MALT1

Immunoglobulin domain
Immunoglobulin domain
Caspase domain
MALT1 Ig-like domain-

translocation deletion
duplication inversion



chromosome 11

chromosome 11
pl1.2

pl1.2

breakpointl breakpoint2
cr|1r11:47837623

chr11:4776527|0

N
[«
~
o]

Coverage

FNBP4
ENST00000263773.10

4 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS

reading frame unclear

SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

FNBP4 NUP160
Nucleoporin Nup120/160

translocation deletion
duplication inversion



chromosome 10 chromosome 10

q24.1 ql1.22
—
breakpointl breakpoint2

chr10:96044462 chr10:45553204
1099 : :
S ' |
] | |
o | 1
§ ! :
0 1 1
1

' !
s>>>4 : | e e B
e e — ' 1
1
4

1
L ~

____________________________ QCNJ_____ \“~~‘__MARC|—F—8
ENSTO0000403870.7_ _ "~~~ =----______ __ - - -~ TENST00000453980.3
¥ : ;
I
\ 1 kbp |

introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

CCNJ MARCHF8
RING-variant domain

translocation deletion
duplication inversion



chromosome X

chromosome 6
q24

p25.3

breakpoint2

breakpointl
Chr6:19301(|)3 cr|1rX:118593214

2231 X X
(4]

2 I I
o 1 1
8 ! |
(&) [ !
0 r 1

HHHA R PR b b A R B

YT e
1
GMDS ~. -~ UL DOCK11 PP
ENST000003808/15f5‘~\\ ____—"_’ ENST00000276202.9 ____——"—

4 kbp |
' introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

GDP-mannose 4,6 dehydratase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

DOCK11

GMDS
C2 domain in Dock180 and Zizimin proteins

DHR-2, Lobe A

translocation deletion
duplication inversion



