
chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807234

breakpoint2
chr4:1739686

0

80282

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 17 1811 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 = 2298
Discordant mates = 65



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807233

breakpoint2
chr4:1739685

0

80282

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 17 1811 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 = 65



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807232

breakpoint2
chr4:1739684

0

80282

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 17 1811 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 = 65



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807233

breakpoint2
chr4:1739686

0

80282

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 17 1811 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 = 65



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807227

breakpoint2
chr4:1739686

0

80282

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 17 1811 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 = 8
Discordant mates = 58



chromosome 4

p16.3

chromosome 4

p16.3

FGFR3
ENST00000340107.8

TACC3
ENST00000313288.9

breakpoint1
chr4:1807217

breakpoint2
chr4:1744987

0

80282

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 17 1816

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 = 19
Discordant mates = 0



chromosome 1

q21.3

chromosome 1

q21.3

TUFT1
ENST00000368849.8

LCE4A
ENST00000368777.1

breakpoint1
chr1:151540426

breakpoint2
chr1:152708160

0

9462

C
ov

er
ag

e

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

1 1 2

1 kbp
introns not to scale

TUFT1LCE4A

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

TUFT1 LCE4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Late cornified envelope 

SUPPORTING READ COUNT

Split reads = 430
Discordant mates = 0



chromosome 17

q21.31

chromosome 6

p21.31

AC060780.1
ENST00000642336.1

ANKS1A
ENST00000649117.1

breakpoint1
chr17:43166980

breakpoint2
chr6:35017473

0

34292

C
ov

er
ag

e

4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25

321 12 13 14 15 16 17 18 19 20 21 22 23 24 25

3 kbp
introns not to scale

AN
KS

1A

A
C

06
07

80
.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

ANKS1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 298
Discordant mates = 0



chromosome 17

q21.31

chromosome 6

p21.31

AC060780.1
ENST00000642336.1

ANKS1A
ENST00000649117.1

breakpoint1
chr17:43166980

breakpoint2
chr6:35017480

0

34292

C
ov

er
ag

e

4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25

321 12 13 14 15 16 17 18 19 20 21 22 23 24 25

3 kbp
introns not to scale

AN
KS

1A

A
C

06
07

80
.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

ANKS1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 1

p22.2

chromosome 1

p22.2

KYAT3
ENST00000260508.9

GBP2
ENST00000464839.5

breakpoint1
chr1:88988252

breakpoint2
chr1:89110266

0

17405

C
ov

er
ag

e

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

21 15141312

2 kbp
introns not to scale

KYAT3
GBP2

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

KYAT3 GBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−binding protein, C−terminal domain

SUPPORTING READ COUNT

Split reads = 180
Discordant mates = 1



chromosome 1

p22.2

chromosome 1

p22.2

KYAT3
ENST00000260508.9

GBP2
ENST00000464839.5

breakpoint1
chr1:88992585

breakpoint2
chr1:89110266

0

17405

C
ov

er
ag

e

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

1 15141312

2 kbp
introns not to scale

KYAT3
GBP2

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

GBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−binding protein, C−terminal domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 1

p22.2

chromosome 1

p22.2

RBMXL1
ENST00000399794.6

GBP2
ENST00000464839.5

breakpoint1
chr1:88988252

breakpoint2
chr1:89110266

0

17405

C
ov

er
ag

e

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

21 15141312

2 kbp
introns not to scale

RBMXL1
GBP2

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

GBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−binding protein, C−terminal domain

SUPPORTING READ COUNT

Split reads = 180
Discordant mates = 1



chromosome 1

p22.2

chromosome 1

p22.2

RBMXL1
ENST00000399794.6

GBP2
ENST00000464839.5

breakpoint1
chr1:88992585

breakpoint2
chr1:89110266

0

17405

C
ov

er
ag

e

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

1 15141312

2 kbp
introns not to scale

RBMXL1
GBP2

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

GBP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylate−binding protein, C−terminal domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

12080

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

STX16

NPEPL1

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

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 7



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC2
ENST00000289269.7

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

5740

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

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

PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 156
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

5740

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

A
4

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

PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 155
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

6421

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 43

1 kbp
introns not to scale

C
D

R
T

4
TV

P
23

C

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

TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 10
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MINDY1 THEM4

RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SYF2 RSRP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine/Serine−Rich protein 1

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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EPS15L1 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 1



chromosome 19

p13.11

chromosome 19

p13.11

EPS15L1
ENST00000455140.7

SLC35E1
ENST00000595753.6

breakpoint1
chr19:16434365

breakpoint2
chr19:16557126

0

8664

C
ov

er
ag

e

24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 6 5 4 3 2 1

7654321 65

3 kbp
introns not to scale

EP
S1

5L
1

SLC
35

E1

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

EPS15L1 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 1
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GRIPAP1 PCSK1N

RETAINED PROTEIN DOMAINS
reading frame unclear

ProSAAS precursor

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 4
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PI4KB CTSS

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 3
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PI4KB CTSS

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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HERPUD1 SLC12A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 6
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HERPUD1 SLC12A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ARNT PI4KB

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 8
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 5
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RPRD2 CTXND2

RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

Cortexin of kidney

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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BCAT2 PLEKHA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2
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BCAT2 PLEKHA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

1470

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

A
C

11
00

79
.1

TL
K

2P
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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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FRY

RETAINED PROTEIN DOMAINS
reading frame unclear

Cell morphogenesis C−terminal

Cell morphogenesis central region

Cell morphogenesis N−terminal

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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ZMPSTE24 RLF

RETAINED PROTEIN DOMAINS
reading frame unclear

CAAX prenyl protease N−terminal, five membrane helices

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 4
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MORN repeat

Prokaryotic RING finger family 4

Zinc finger, C3HC4 type (RING finger)
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S−100/ICaBP type calcium binding domain
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Protein kinase domain

Fibronectin type III domain

Immunoglobulin I−set domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

SUPPORTING READ COUNT

Split reads = 38
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Genes are not protein−coding.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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Regulatory subunit of type II PKA R−subunit
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Split reads = 4
Discordant mates = 0
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Regulatory subunit of type II PKA R−subunit
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reading frame unclear

Core histone H2A/H2B/H3/H4

SET domain

Pre−SET motif

Methyl−CpG binding domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 7

q36.1

chromosome 21

p11.2

KMT2C
ENST00000262189.11

TPTE
ENST00000618007.5

breakpoint1
chr7:152205106

breakpoint2
chr21:10524580

0

15594

C
ov

er
ag

e

59 585756555453 52 5150494847464544 43 42414039 38 37 36 353433323130292827262524232221201918171615 14 131211109 8 7 6 5 4 3 2 1 1 2 3456789101112131415161718192021222324

25242322212019181716151413121110987654321 2 3456789101112131415161718192021222324

7 kbp
introns not to scale

KMT2C

TPTE

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

KMT2C TPTE

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−like zinc−binding domain

PHD−finger

C2 domain of PTEN tumour−suppressor protein

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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reading frame unclear

PHD−like zinc−binding domain

PHD−finger

C2 domain of PTEN tumour−suppressor protein

Dual specificity phosphatase, catalytic domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

PHD−like zinc−binding domain

PHD−finger

C2 domain of PTEN tumour−suppressor protein

Dual specificity phosphatase, catalytic domain
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Split reads = 1
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13565781

breakpoint2
chr21:13615123

0

256

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

LIN
C01674

POTED

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

POTED

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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CCDC144C protein coiled−coil region
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reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)
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Split reads = 3
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reading frame unclear

CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)
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CCDC144C protein coiled−coil region
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Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal
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Split reads = 25
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Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal
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ATP synthase subunit D 

Tyrosyl−DNA phosphodiesterase
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Novel AID APOBEC clade 2

Poly(ADP−ribose) polymerase catalytic domain
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Novel AID APOBEC clade 2

Poly(ADP−ribose) polymerase catalytic domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region
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Split reads = 21
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No coding regions retained in fusion transcript.
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Interferon−alpha/beta receptor, fibronectin type III

Tissue factor
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No protein domains retained in fusion.
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Kinesin motor domain
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Tyrosyl−DNA phosphodiesterase

Tetratricopeptide repeat

Tetratricopeptide repeat
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Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

Receptor L domain
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Genes are not protein−coding.
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GPD1L

RETAINED PROTEIN DOMAINS
reading frame unclear

NAD−dependent glycerol−3−phosphate dehydrogenase N−terminus
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)
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Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)
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reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)
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Pecanex protein (C−terminus)
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Pecanex protein (C−terminus)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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Split reads = 1
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Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

Integrin beta epidermal growth factor like domain 1

Integrin beta tail domain

PX domain
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Kinesin motor domain
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No coding regions retained in fusion transcript.
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reading frame unclear

Phosphoribosyl transferase domain

Orotidine 5'−phosphate decarboxylase / HUMPS family
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