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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 2
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ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 167
Discordant mates = 0
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CCDC6 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 1
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LMNA NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Intermediate filament protein

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 1
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ETV6 NTRK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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TPM3 NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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ENST00000340058.6
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NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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chromosome 6

q22.1

SLC34A2
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ROS1
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0



chromosome 4

p16.3
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q21.3

FGFR3
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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CD74 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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ALK
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EML4 ALK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 7

p11.2

chromosome 7

p11.2

EGFR
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EGFR SEPTIN14

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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breakpoint1
chr10:32017143

breakpoint2
chr10:43114480

0

10065

C
ov

er
ag

e

26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19

242322212019181716151413121110987654321 11 12 13 14 15 16 17 18 19

4 kbp
introns not to scale

KIF5B

RET

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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chromosome 3
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PPARG
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breakpoint1
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PAX8 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

'Paired box' domain

Paired−box protein 2 C terminal

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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TFG NTRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 8

p23.3
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SEPTIN14
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breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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MCOLN2 CTBS

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 18

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SFI1 ATM

RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

Telomere−length maintenance and DNA damage repair

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CLDN15 FIS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

Fis1 C−terminal tetratricopeptide repeat

Fis1 N−terminal tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TTBK2
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TP53BP1
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breakpoint1
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TTBK2 TP53BP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

BRCA1 C Terminus (BRCT) domain

Tumour suppressor p53−binding protein−1 Tudor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ATXN10
ENST00000252934.10

breakpoint1
chr12:50505240

breakpoint2
chr22:45700282

0

3811

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 131415 16 17 18 19 20 21 22 23 2425 26 27 28 29 30 31 32 333435 36 37 38 1 2 3 4 5 6 7 8 9 10 11 12

1 4 5 6 7 8 9 10 11 12

4 kbp
introns not to scale

DIP2B

ATXN10

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

DIP2B ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KNSTRN
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UTY NLGN4Y

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxylesterase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

JmjC domain, hydroxylase

Carboxylesterase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


