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ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 143
Discordant mates = 0
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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 0
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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 = 81
Discordant mates = 0



chromosome 4

p16.3

chromosome 7
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

NA

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0



chromosome 1

q22

chromosome 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 = 40
Discordant mates = 0



chromosome 2

q14.1
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PPARG
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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 = 28
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 = 18
Discordant mates = 0
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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 = 16
Discordant mates = 1
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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BRAF
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BRAF

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 16
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 = 14
Discordant mates = 0
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KIF5B RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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ENST00000353334.11

ROS1
ENST00000368508.7
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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 = 12
Discordant mates = 0
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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 = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
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 = 4
Discordant mates = 0
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ACAP2 SENP7

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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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 = 3
Discordant mates = 0
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ENST00000500704.7
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USP45 CDK19

RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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FIS1
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breakpoint2
chr7:101240906

0

4128

C
ov

er
ag

e

5 4 3 2 1 5 4 3 2 1

1 543

700 bp
introns not to scale

CLDN15FIS1

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

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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FANCL
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VRK2 FANCL

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

FANCL C−terminal domain

FANCL UBC−like domain 3

FANCL UBC−like domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PCNT
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breakpoint1
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ZDHHC21 PCNT

RETAINED PROTEIN DOMAINS
reading frame unclear

DHHC palmitoyltransferase

Pericentrin−AKAP−450 domain of centrosomal targeting protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ENST00000290649.10

RBL2
ENST00000262133.11
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AMFR RBL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Retinoblastoma−associated protein B domain

Retinoblastoma−associated protein A domain

Domain of unknown function (DUF3452)

SUPPORTING READ COUNT

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

Domain of unknown function (DUF3452)

Retinoblastoma−associated protein A domain

Retinoblastoma−associated protein B domain

E3 gp78 Ube2g2−binding region (G2BR)

CUE domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


