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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0



chromosome 21

q22.3

chromosome 21

q22.2

TMPRSS2
ENST00000678171.1

ERG
ENST00000398919.6

breakpoint1
chr21:41508081

breakpoint2
chr21:38584945

0

478

C
ov

er
ag

e

14 13 12 11 10 9 8 7 6 5 4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 12111098765432

2 kbp
introns not to scale

ERG

TMPRSS2

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

ERG

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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FGFR3 BAIAP2L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

Variant SH3 domain

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 27
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 = 23
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 = 20
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 = 19
Discordant mates = 0
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ROS1
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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 = 18
Discordant mates = 0
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SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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chromosome 1

q23.1

TFG
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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 = 15
Discordant mates = 0
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q23.1

LMNA
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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 = 13
Discordant mates = 0
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breakpoint1
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NCOA4 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 13
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 = 12
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 = 12
Discordant mates = 0
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BRAF

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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AGAP3 HOXD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

Protein of unknown function (DUF3528)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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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 = 5
Discordant mates = 1
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EGFR
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SEPTIN14
ENST00000388975.4

breakpoint1
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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 = 5
Discordant mates = 0
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OR2T27
ENST00000460972.4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SEL1L GPS2

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein pathway suppressor

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 12

q13.13
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TRIM8
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ACVR1B TRIM8

RETAINED PROTEIN DOMAINS
reading frame unclear

Activin types I and II receptor domain

Transforming growth factor beta type I GS−motif

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ENST00000601116.5

breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 3

q26.31

chromosome 18

q21.1

FNDC3B
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SPPL3
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breakpoint1
chr2:84971467

breakpoint2
chr12:120769059

0

2824

C
ov

er
ag

e

1 2 3 4 5 6 7 11 10 9 8 7 6 5 4 3 2 1

1 1110987

3 kbp
introns not to scale

SPPL3

KCMF1

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

KCMF1 SPPL3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, ZZ type

Signal peptide peptidase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RRM2 CUL4B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribonucleotide reductase, small chain

Cullin protein neddylation domain

Cullin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


