chromosome 4 chromosome 4

pl6.3 p16.3
— — N
breakpointl breakpoint2
chr4:1806934 chr4:1739702
23949 ! !

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 = 796
Discordant mates = 1

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

translocation deletion
duplication inversion



chromosome 21 chromosome 21

g22.3 q22.2
— —
breakpointl breakpoint2
chr21:41508081 chr21:38584945
5727 ! !
] 1 I
? | |
9] 1 |
8 ! 1
O 1 1
0 [ 1
1 | 1
12 12
3 B
TMPRSS2 N e ERGL----- T
ENST00000678743.1 N et ENST00000398919.6 _
'R ___——"__- ~“‘-~-__
B b P i

2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 550
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
16183 chr1:15613077|3 cl|1r1:156874906
1 1
S ' |
& I |
3 1 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 = 202
Discordant mates = 0

LMNA
Tyrosine kinase receptor A trans—-membrane domain

NTRK1

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

chrl:156874571
68970 ;

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 = 198
Discordant mates = 1

Tropomyosin
M3
TRKJ -

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

Protein kinase domain

translocation deletion
duplication inversion



chromosome 12 chromosome 15
p13.2 g25.3

breakpointl
chr12:1186996|39

breakpoint2

chr15:87940753
15279 ;

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 = 193
Discordant mates = 1

ETV6 NTRKS3

Protein kinase domain

translocation deletion
duplication inversion



13505

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 = 183
Discordant mates = 0



chromosome 4 chromosome 7

pl6.3 g21.3
— J—
breakpointl breakpoint2
chr4:1806934 chr7:98362432
5252 ! !
S |
E 1
2 :
O 1
0 1
1
| 14
3 !
. FGFR3 o T BAIAP2LL - ------" """~
hRN ENST00000352904.6 SN aaemmmmT ENST00000005260.9 _ _ _ _
14
| 2 kbp |

' introns not to scale

14 15 16,
D ‘ 71

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I-set domain

Protein kinase domain
|7 SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 1

FGFR3 BAJAP2L1

IRSp53/MIM homology domain
Variant SH3 domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

qll.22 qll.21

breakpointl
chr10:460128§3

breakpoint2
ct|1r10:43116584

16003

Coverage

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

SUPPORTING READ COUNT

Split reads = 143
Discordant mates = 0

NCOA4 RET

Protein kinase domain

translocation deletion
duplication inversion



7990

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 = 140
Discordant mates = 0



Coverage n
a

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 = 127
Discordant mates = 1



chromosome 3 chromosome 1

gl2.2 g23.1

breakpointl
chr3:10073267|2

breakpoint2

chrl:156874571
10287 ;

Coverage

el TFG -l - T NTRKL I

- U ENST00000392302.7 _ _ _ - -~

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain
[ SUPPORTING READ COUNT
Ny
Rkq Split reads = 126
Discordant mates = 0
TFG NTRK1

Tyrosine kinase receptor A trans—membrane domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:32017143 chr10:43114480
12813 : :
S ! |
E 1 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 = 101
Discordant mates = 1

KIF5B RET

Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 6

g33.1 g22.1
— —  —
breakpointl breakpoint2
chr5:150404680 chr6:117324415
244813 ! !
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 = 89
Discordant mates = 2

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

2332

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 = 54
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



chromosome 7 chromosome 11

pl1.2 p15.5

Gl R NGRS

— —

breakpointl breakpoint2

chr7:55200413 chrl1:121426

791 ! !
2 : :
5} | !
3 | |
O 1 1
0 1 1
1

R EGFR - *\ AC069287.1
S~ ENST00000455089.5 S~ . _ENST00000622626.1

\ 2 kbp |
introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

A 15 1 .
A3 1 61, —Receptor L domain
i r Furin-like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

|7Protein kinase domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0

EGFR

translocation deletion
duplication inversion



chromosome 1 chromosome 7

g32.1

q34

breakpointl breakpoint2
chr1:205680394 chr7:140794467
13747 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 = 46
Discordant mates = 0

BRAF

Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 8

g31.1 p21.3
— — — N
breakpoint2

breakpointl

chr5:1348177]|.4 Cf|1r8:20212102

2627

Coverage

- -7 ATP6V1B2 -

S~ DDX46 - -
T~ ENST00000354283.8 S.ol .- ENST00000276390.7 _ _ -~

3 kbp |
' introns not to scale

14 15 16,
D ‘ 7.2

LA S RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase
Helicase conserved C-terminal domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0

DDX46 ATP6V1B2
ATP synthase alpha/beta family, nucleotide—binding domain

translocation deletion
duplication inversion



1529

Coverage

chromosome 17

pl3.2

breakpointl
chr17:49556(|J4

A ENO3

translocation deletion
duplication inversion

chromosome 10

426.12

—

breakpoint2
ct|1r10:120852524

’ WDR11

RETAINED PROTEIN DOMAINS
reading frame unclear

Enolase, N-terminal domain
Enolase, C—terminal TIM barrel domain

ENO3 WDR11

3 kbp |

introns not to scale

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17 chromosome 22

q21.2 g13.1
breakpointl breakpoint2
chrl7:42592056 chr22:38336706

3402 : |
g’ 1 1
© [} 1
5} i |
3 i |
() [ 1
0 [ 1
1

e

9
—
RETREG3 el NPT TPTEP2
ENST00000309428.10 PN N -7 AN ENST00000428294.5

1 kbp |
introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 2
Discordant mates = 0

translocation deletion
duplication inversion



chromosome 16

chromosome 11
pl13.3

q23.3

breakpointl breakpoint2
chr11:117187699 chr16:653525

2229 ! !
g’ ]
E ]
[ ]
3 1
(§] ]

0 1

~ “ENSTQ0000620360.4

5 kbp |
' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

dsRNA-gated channel SID-1
SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

SIDT2 WDR90
WD domain, G-beta repeat

translocation deletion
duplication inversion



