
chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000440486.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1806934

breakpoint2
chr4:1739702

0

21631

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 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 14 15 16 1711 12 13 14 15 16

3 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

Immunoglobulin domain

Immunoglobulin I−set domain

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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Na+/Pi−cotransporter
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Uncharacterized conserved protein H4 (DUF2046)
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Split reads = 10
Discordant mates = 0
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Split reads = 8
Discordant mates = 0
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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 = 8
Discordant mates = 0
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Split reads = 8
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Tim17/Tim22/Tim23/Pmp24 family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Split reads = 2
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NF−kappa−B−activating protein C−terminal domain
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Mitochondrial 28S ribosomal protein S27
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


