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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 = 2137
Discordant mates = 4



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000352904.6

TACC3
ENST00000313288.9

breakpoint1
chr4:1806928

breakpoint2
chr4:1739698

0

23577

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16

1 2 3 4 5 6 7 8 9 10 11 12 13 1411 12 13 14 15 16

2 kbp
introns not to scale

TA
C

C
3

F
G

F
R

3

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

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 = 3
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

Sterile alpha motif (SAM)/Pointed domain

SUPPORTING READ COUNT

Split reads = 1304
Discordant mates = 0
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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 = 687
Discordant mates = 3
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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 = 3
Discordant mates = 1
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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 = 584
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear coactivator

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 504
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tropomyosin

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 498
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 474
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 389
Discordant mates = 9
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RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 386
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 377
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 297
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 = 266
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 220
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 = 200
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 = 160
Discordant mates = 0
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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 = 135
Discordant mates = 3
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ABCF1 TCP1

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter

TCP−1/cpn60 chaperonin family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase II elongation factor ELL  

Jumonji domain−containing protein 2A Tudor domain

PHD−zinc−finger like domain

PHD−finger

JmjC domain, hydroxylase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor Tfb4

Kinetochore component, CENP−R

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

Nrf1 activator activation site binding domain

NLS−binding and DNA−binding and dimerisation domains of Nrf1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein O−mannosyl−transferase TMTC, DUF1736

Tetratricopeptide repeat

Putative zinc−finger domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CLN6 TBCD

RETAINED PROTEIN DOMAINS
reading frame unclear

Ceroid−lipofuscinosis neuronal protein 6

Tubulin folding cofactor D C terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CLN6 TBCD

RETAINED PROTEIN DOMAINS
reading frame unclear

Ceroid−lipofuscinosis neuronal protein 6

Tubulin folding cofactor D C terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EFR3A ASAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

Ankyrin repeats (3 copies)

Putative GTPase activating protein for Arf

PH domain

BAR domain of APPL family

SUPPORTING READ COUNT

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

C−5 cytosine−specific DNA methylase

Cysteine rich ADD domain in DNMT3

PWWP domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


