chromosome 4 chromosome 4

pl6.3 p16.3
— — N
breakpointl breakpoint2
chr4:1806934 chr4:1739702
70467 ! !

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 = 3431
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
chr4:1806930 chr4:1739699
70467 ! !

Coverage

. FGFR3 s

\ 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 =5
Discordant mates = 2

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

translocation deletion
duplication inversion



chromosome 21 chromosome 21

922.3

g22.2
— o
breakpointl breakpoint2
chr21:41508081 chr21:38584945
33096 ! !
g’ 1 1
o 0 !
o | |
8 ! ]
(&) 1 1
0 [ 1
1 | 1
12 12
3 !
TMPRSS2 N Tl ERG.----"""7777

ENST00000679016.1 ST

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 2963
Discordant mates = 0

ERG

Sterile alpha motif (SAM)/Pointed domain

Ets—domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g21.3 g23.1
RTINS (T R LR TR
— ™ —
breakpointl breakpoint2
chr1:154170400 chrl:156874571
224000 ] .
) i '
5 i :
3 [ 1
O ! 1
0 t 1

TPM3 el - __----"77 NTRK1 I
ENST00000368533.8 -~ S~o - ENSTOOOOO392302_.7_ -7

\ 2 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

TPM3

Tyrosine kinase receptor A trans—membrane domai

NTRK1

Tropomyosin
SUPPORTING READ COUNT
M3
T/?/Q Split reads = 1047
Discordant mates = 5
n

Protein kinase domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g21.3 g23.1
RTINS (T R LR TR
— ™ —
breakpointl breakpoint2
chr1:154170400 chr1:156874580
224000 ] .
) i '
5 i :
3 [ 1
O ! 1
0 t 1

TPM3 el - __---"""7 NTRKL -t
ENST00000368533.8 -~ S~o - ENSTOOOOO392302_.7_ ==

\ 2 kbp |
introns not to scale

@ 1 15 16 4,

RETAINED PROTEIN DOMAINS
reading frame unclear

TPM3

Tyrosine kinase receptor A trans—membrane domai

NTRK1

Tropomyosin
SUPPORTING READ COUNT
M3
T/?/Q Split reads = 3
Discordant mates = 5
n

Protein kinase domain

translocation deletion
duplication inversion



chromosome 12 chromosome 15
p13.2 g25.3

breakpointl
chr12:1186996|39

breakpoint2

chr15:87940753
52786 ;

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 = 963
Discordant mates = 2

ETV6 NTRKS3

Protein kinase domain

translocation deletion
duplication inversion



chromosome 4 chromosome 7

pl6.3

g21.3

—_

breakpointl

breakpoint2
chr4:18069€|’>4

chr7:98362432
28746 ;

Coverage

14

. FGFR3 o T

BAIAP2L1
ENST00000805260.9

\ 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 = 923
Discordant mates = 1

FGFR3 BAJAP2L1
IRSp53/MIM homology domain

Variant SH3 domain

translocation deletion
duplication inversion



chromosome 4 chromosome 7

pl6.3 g21.3

—_

breakpointl

breakpoint2
chr4:18069€|’>4

chr7:98362397
28746 !

Coverage

14

N FGFR3 SN T BAIAP2L1

ENST000006805260.9

\ 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 = 4
Discordant mates = 1

FGFR3 BAIAP2L1
IRSp53/MIM homology domain

Variant SH3 domain

translocation deletion
duplication inversion



chromosome 1 chromosome 1

g22

g23.1
(T AR [N R D O S AR T S
— — —
breakpointl breakpoint2
62537 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 = 889
Discordant mates = 12

LMNA
Tyrosine kinase receptor A trans—-membrane domain

NTRK1

Protein kinase domain

translocation deletion
duplication inversion



chromosome 10 chromosome 10

qll.22 qll.21

breakpointl
chr10:460128§3

breakpoint2
ct|1r10:43116584

54306

Coverage

\ 2 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

SUPPORTING READ COUNT

Split reads = 828
Discordant mates = 0

NCOA4 RET

Protein kinase domain

translocation deletion
duplication inversion



chromosome 10

chromosome 10
q21.2 ql1.21
— —
breakpointl breakpoint2
chr10:59906122 chr10:43116584
35548 U U
(]
g
[
3
o
0

1
|
CCcDC6 . }
ENST00000263102.7 N -7 ENST00000340058.6- - =~~~
, - 00034
[N i -7

\ 3 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

|fUncharacterized conserved protein H4 (DUF2046)

SUPPORTING READ COUNT

Split reads = 658
Discordant mates = 1

CCDC6 RET

Protein kinase domain

translocation deletion
duplication inversion



35548

Coverage

chromosome 10

q21.2

@ 14 15 16 7,

translocation
duplication

deletion
inversion

CCDC6
ENST00000263102.7

chromosome 10

gl1.21
— —
breakpointl breakpoint2
chr10:5990611|6 cl|1r10:43116591

N

bbb

[N
=
N

RETAINED PROTEIN DOMAINS
reading frame unclear

|fUncharacterized conserved protein H4 (DUF2046)

CCDC6

RET

Protein kinase domain

ENSTO00000340058.6- - =~ ~

3 kbp

introns not to scale '

SUPPORTING READ COUNT

Splitreads =7
Discordant mates = 1



chromosome 10 chromosome 10

pl1.22 qll.21
breakpointl breakpoint2
chr10:32017143 chr10:43114480
44066 ! !
S ! |
E 1 1
[ ! |
3 | 1
O ! |
0 f i

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 = 626
Discordant mates =5

KIF5B RET
Protein kinase domain

translocation deletion
duplication inversion



chromosome 2 chromosome 2

p21 p23.2
T - T
breakpointl breakpoint2
chr2:42295516 chr2:29223528
25521 ! !
[ 1 1
& ' '
o 1 1
3 1 1
(@] ) |
0 1 1
1
28 948 .(F]’D’msz 1
. IRTRNENRY
" .
el EML4 Tl B ALK
© =~ - . _ENST00000401738.3 ..l P ENST00000618119.4

\ 4 kbp
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif
WD domain, G-beta repeat

SUPPORTING READ COUNT

Split reads = 598
Discordant mates = 0

EML4 ALK

Protein kinase domain

translocation deletion
duplication inversion



chromosome 4

chromosome 6
p15.2 q22.1
—
breakpointl breakpoint2
chr4:25664330 chr6:117324415
230 U U
(]
g
[
3
o
0

\
"SLC34A2 *, .- ROS1
ENST00900507530\.1 PR ENST00000368508.7
N - Sea

\ 3 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi—cotransporter

SUPPORTING READ COUNT

Split reads = 483
Discordant mates =5

SLC34A2 ROS1

Protein kinase domain

translocation
duplication inversion

deletion



chromosome 4

chromosome 6
p15.2 q22.1
—
breakpointl breakpoint2
230 chr4:2566433|’4 cr|1r6:117324413
(]
g
[
3
o
0

\
"SLC34A2 *, .- ROS1
ENST00900507530\.1 PR ENST00000368508.7
N - Sea

\ 3 kbp
introns not to scale '

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi—cotransporter

SUPPORTING READ COUNT

Splitreads =7
Discordant mates =5

SLC34A2 ROS1

Protein kinase domain

translocation
duplication inversion

deletion



chromosome 5 chromosome 6

g33.1 g22.1
— —  —
breakpointl breakpoint2
chr5:150404680 chr6:117324415
808559 ! !
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 = 469
Discordant mates = 2

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 5 chromosome 6

g33.1 g22.1
— —  —
breakpointl breakpoint2
chr5:150404683 chr6:117324417
808559 ! !
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 = 6
Discordant mates = 2

CD74 ROS1
Protein kinase domain

translocation deletion
duplication inversion



chromosome 3 chromosome 1

gl2.2 g23.1

breakpointl
chr3:10073267|2

breakpoint2

chrl:156874571
35536 ;

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 = 355
Discordant mates = 3
TFG NTRK1

Tyrosine kinase receptor A trans—membrane domain

Protein kinase domain

translocation deletion
duplication inversion



chromosome 3

chromosome 2
p25.2

ql4.1

breakpoint2
ck|1r3:12379704

breakpointl
chr2:1132353?4

6466

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 = 347
Discordant mates = 1

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 3

chromosome 2
p25.2

ql4.1

breakpoint2
cl|1r3:12379780

breakpointl
chr2:1132353?4

6466

Coverage

12 d
PPARG ’

PAX8
ENST00000429538.8

2 kbp |
' introns not to scale '

RETAINED PROTEIN DOMAINS

14 15 16
D T 17.1(9
reading frame unclear

'Paired box' domain
Paired-box protein 2 C terminal
SUPPORTING READ COUNT
Split reads =5
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 7

pl1.2

pl1.2

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

3410

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 = 326
Discordant mates = 3

EGFR SEPTIN14

translocation deletion
duplication inversion



chromosome 1 chromosome 7
q32.1 q34

breakpointl breakpoint2

chr1:205680394 chr7:140794467
43112 ! !

Coverage

SLC45A3 \
ENSTO00000367145.4 . -7 Tt --o _ENST00000288602.11

\ 2 kbp |
introns not to scale

@ 14 15 16 7,

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 299
Discordant mates = 0

BRAF
Protein kinase domain

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58673711 chr20:58691724

20423 ! !

g) ]

E 1

[ 1

3 1

O 1

0 1

1
(1 PH2o-ie e HisHe - g |
1
1
1

, NPEPL1 ‘
__________ e ENST00000525967.5 ’

\ 2 kbp

introns not to scale '

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 195
Discordant mates = 1
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —
breakpointl breakpoint2
chr20:58671297 chr20:58691724
20423 ! !
% ]
E 1
[ 1
3 |
O 1
0 1

1
(1 Har-ap-Ha-eH s g |
1
1
1

. NPEPL1 ’
__________ . ENST00000525967.5 ’

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
[ SUPPORTING READ COUNT
Split reads = 12
Discordant mates = 1
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



Coverage
=

chromosome 20

chromosome 20
gq13.32 gq13.32

—_

breakpoint2
ct|1r20:58691724

breakpointl
c3hr20:586520£|37

1
1 PGP 3 4 PHeHe T 8 |
1
1
1

o

________________________________ STX16 ‘ NPEPL1 ,
’ ENST00000525967.5 ,

2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0

STX16 NPEPL1

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

translocation deletion
duplication inversion



chromosome 20 chromosome 20

gq13.32 gq13.32
— —_—
breakpointl breakpoint2
chr20:58673711 chr20:58693737
20423 ! !
S ! 1
¢ | |
9] 1 |
3 1 [
(&) ) |
0 1 1

1 1
[1 PHzo-a e - 2 I N e e ¥ e U P
1

1
1

- L I :
3 NPEPL1 ‘
. ENSTO00000356091.11 e

\ 2 kbp

introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin
SNARE domain
|7 SUPPORTING READ COUNT
Split reads = 2
Discordant mates = 0
STX16 NPEPL1

M17 aminopeptidase N—-terminal domain 2

Cytosol aminopeptidase family, catalytic domain

translocation deletion
duplication inversion



chr2
2042

Coverage

breakpointl
8:5865213|8
1

0

chromosome 20

q13.32

chromosome 20
gq13.32

—_

breakpoint2
cr|1r20:58691724

1
(1 PH2o-ei e pHisHe - :
1
1
1

translocation
duplication

deletion
inversion

’ NPEPL1 ,
’ ENST00000525967.5 ,

2 kbp |

' introns not to scale

RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Splitreads =1
Discordant mates = 0

STX16
M17 aminopeptidase N—-terminal domain 2

NPEPL1

Cytosol aminopeptidase family, catalytic domain



chromosome 3

chromosome 17
q29

923.2

—_

breakpoint2
cr|1r3:198180755

breakpointl
chr17:6256012|6

6859 X X
o

g I |
9] ] |
3 | 1
(&) ) 1
0 1 !

! 1

15
! |
--a -~ _ /‘ /’
“~~___~ TLK2“‘~~__§ , FAM157A 7
T ENST00000326270.13 TTe-ol 0 ENST00000634862.1 ,’
Tt N ’
15
\ 3 kbp |

introns not to scale

SUPPORTING READ COUNT

No protein domains retained in fusion. Split reads = 58
Discordant mates = 0

translocation deletion
duplication inversion



