
chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731172

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 33228
Discordant mates = 125



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731154

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 2603
Discordant mates = 129



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731247

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 35



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731175

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 124



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806681

breakpoint2
chr4:1731198

0

246434

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 15 166 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 7



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731174

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 124



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731275

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 30



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806942

breakpoint2
chr4:1731186

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 83



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1735273

0

246434

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 16 177 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 23



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1731277

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 30



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806879

breakpoint2
chr4:1731165

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 25



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806879

breakpoint2
chr4:1731240

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 7



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806917

breakpoint2
chr4:1735813

0

246434

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 16 178 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806882

breakpoint2
chr4:1731209

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 11



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806879

breakpoint2
chr4:1731210

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 11



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000652770.1

breakpoint1
chr4:1806934

breakpoint2
chr4:1735737

0

246434

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 16 178 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806684

breakpoint2
chr4:1731188

0

246434

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 15 166 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 9



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806685

breakpoint2
chr4:1731191

0

246434

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 15 166 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 9



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806659

breakpoint2
chr4:1739974

0

246434

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 1612 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806146

breakpoint2
chr4:1731198

0

246434

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 13 146 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806887

breakpoint2
chr4:1731266

0

246434

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 16 176 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 8



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1805454

breakpoint2
chr4:1731252

0

246434

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 10 116 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000469068.1

TACC3
ENST00000651472.1

breakpoint1
chr4:1805859

breakpoint2
chr4:1739747

0

216414

C
ov

er
ag

e

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

1 2 3 411 12 13 14 15 16

1 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

TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806320

breakpoint2
chr4:1731172

0

246434

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 14 156 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806921

breakpoint2
chr4:1737270

0

246434

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 16 179 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806318

breakpoint2
chr4:1737237

0

246434

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 14 159 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806318

breakpoint2
chr4:1731167

0

246434

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 14 156 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1805887

breakpoint2
chr4:1739694

0

246434

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 1311 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806315

breakpoint2
chr4:1744577

0

246434

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 1514 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806883

breakpoint2
chr4:1735752

0

246434

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 16 178 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806101

breakpoint2
chr4:1735796

0

246434

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 13 148 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1805940

breakpoint2
chr4:1731154

0

246434

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 6 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1806910

breakpoint2
chr4:1735795

0

246434

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 16 178 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000651472.1

breakpoint1
chr4:1805434

breakpoint2
chr4:1731250

0

246434

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 10 116 7 8 9 10 11 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

NA

Protein kinase domain

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 1

p22.1

chromosome 1

p22.1

BCAR3
ENST00000260502.11

GLMN
ENST00000370360.8

breakpoint1
chr1:93642304

breakpoint2
chr1:92298029

0

8499

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

321 1918171615141312111098765432

2 kbp
introns not to scale

GLMN
BCAR3

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

BCAR3 GLMN

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family, YAP/Alf4/glomulin

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 2



chromosome 1

p22.1

chromosome 1

p22.1

BCAR3
ENST00000260502.11

GLMN
ENST00000370360.8

breakpoint1
chr1:93642304

breakpoint2
chr1:92291537

0

8499

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

321 19181716151413121110987654

2 kbp
introns not to scale

GLMN
BCAR3

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

BCAR3 GLMN

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family, YAP/Alf4/glomulin

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

p22.1

chromosome 1

p22.1

BCAR3
ENST00000260502.11

GLMN
ENST00000370360.8

breakpoint1
chr1:93642304

breakpoint2
chr1:92247144

0

8499

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

321 1918

2 kbp
introns not to scale

GLMN
BCAR3

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

BCAR3 GLMN

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family, YAP/Alf4/glomulin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p22.1

chromosome 1

p22.1

BCAR3
ENST00000260502.11

GLMN
ENST00000370360.8

breakpoint1
chr1:93642304

breakpoint2
chr1:92290306

0

8499

C
ov

er
ag

e

12 11 10 9 8 7 6 5 4 3 2 1 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

321 1918171615141312111098765

2 kbp
introns not to scale

GLMN
BCAR3

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

BCAR3 GLMN

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterised protein family, YAP/Alf4/glomulin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000499522.6

breakpoint1
chr8:102412174

breakpoint2
chr8:103285905

0

7135

C
ov

er
ag

e

59 5857 56 55 54 535251 50 49 48 4746 45 44 43 42 41 40 39 38 37 3635 34 33 32 31 30 2928 27 262524 23 22 21 20 19 18 17 1615 14 13 12 1110 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

1 654321

5 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000521383.5

breakpoint1
chr8:102412173

breakpoint2
chr8:103285902

0

7135

C
ov

er
ag

e

59 58 57 56 55 54 53 5251 50 49 48 47 46 45 44 43 42 41 40 39 38 37 36 35 34 33 32 31 30 29 28 27 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 4 3 2 1

1 432

4 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000653502.1

breakpoint1
chr8:102412173

breakpoint2
chr8:103285897

0

7135

C
ov

er
ag

e

59 58575655545352515049 48 4746 45 44 4342 41 40 39 38 373635 34 33 3231302928272625242322 21 20 1918171615 14 13121110 9 8 7 6 5 4 3 2 1 4 3 2 1

1 432

5 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000499522.6

breakpoint1
chr8:102412173

breakpoint2
chr8:103234372

0

7135

C
ov

er
ag

e

59 5857 56 55 54 535251 50 49 48 4746 45 44 43 42 41 40 39 38 37 3635 34 33 32 31 30 2928 27 262524 23 22 21 20 19 18 17 1615 14 13 12 1110 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

1 65

5 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000499522.6

breakpoint1
chr8:102412173

breakpoint2
chr8:103246684

0

7135

C
ov

er
ag

e

59 5857 56 55 54 535251 50 49 48 4746 45 44 43 42 41 40 39 38 37 3635 34 33 32 31 30 2928 27 262524 23 22 21 20 19 18 17 1615 14 13 12 1110 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

1 654

5 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 8

q22.3

chromosome 8

q22.3

UBR5
ENST00000521922.5

BAALC−AS1
ENST00000499522.6

breakpoint1
chr8:102412173

breakpoint2
chr8:103166296

0

7135

C
ov

er
ag

e

59 5857 56 55 54 535251 50 49 48 4746 45 44 43 42 41 40 39 38 37 3635 34 33 32 31 30 2928 27 262524 23 22 21 20 19 18 17 1615 14 13 12 1110 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

1 6

5 kbp
introns not to scale

UBR5BAALC−AS1 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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

1002

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
1

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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

1002

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
1

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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140858436

breakpoint2
chr5:140978949

0

1002

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
2

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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

1002

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
2

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

PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37420384

breakpoint2
chr11:91842692

0

12284

C
ov

er
ag

e

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

1 2 6 7 8 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37420384

breakpoint2
chr11:91851220

0

12284

C
ov

er
ag

e

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

1 2 8 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37420384

breakpoint2
chr11:91855969

0

12284

C
ov

er
ag

e

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

1 2 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37420384

breakpoint2
chr11:91841585

0

12284

C
ov

er
ag

e

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

1 2 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000642309.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37430400

breakpoint2
chr11:91855969

0

12284

C
ov

er
ag

e

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

1 2 3 4 5 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000671523.1

breakpoint1
chr21:37367628

breakpoint2
chr11:91855969

0

12284

C
ov

er
ag

e

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

1 9 10 11 12

2 kbp
introns not to scale

LINC02756
DYRK1A

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

No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 21

q22.13

chromosome 11

q14.3

DYRK1A
ENST00000644942.1

LINC02756
ENST00000655162.1

breakpoint1
chr21:37420384

breakpoint2
chr11:91812115

0

12284

C
ov

er
ag

e

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

1 2 4

1 kbp
introns not to scale

LINC02756
DYRK1A

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p21.3

chromosome 9

p21.3

MTAP
ENST00000460874.6

LINC01239
ENST00000436786.1

breakpoint1
chr9:21818202

breakpoint2
chr9:22674443

0

1216

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6

1 2 3 4 2 3 4 5 6

1 kbp
introns not to scale

MTAP
LINC01239

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

MTAP

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphorylase superfamily

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 9

p21.3

chromosome 9

p21.3

MTAP
ENST00000460874.6

DMRTA1
ENST00000325870.3

breakpoint1
chr9:21818202

breakpoint2
chr9:22451064

0

1216

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2

1 2 3 4 2

2 kbp
introns not to scale

MTAP
DMRTA1

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

MTAP DMRTA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphorylase superfamily

DMRTA motif

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome X

p11.3

chromosome 7

q11.21

NUS1P1
ENST00000446295.1

AC114501.3
ENST00000453648.1

breakpoint1
chrX:47513069

breakpoint2
chr7:65463373

0

2511

C
ov

er
ag

e

1 1 2

1 2

200 bp
introns not to scale

AC114501.3

NUS1P1

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35480195

0

256

C
ov

er
ag

e

1 4 3 2 1

1 432

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000675965.1

breakpoint1
chr17:35522279

breakpoint2
chr17:35478185

0

256

C
ov

er
ag

e

1 4 3 2 1

1 43

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

256

C
ov

er
ag

e

1 4 3 2 1

1 4

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


