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Discordant mates = 9



chromosome 15

q21.2

chromosome 15

q21.1

MYO5C
ENST00000261839.12

SHC4
ENST00000332408.9

breakpoint1
chr15:52295610

breakpoint2
chr15:48890811

0

2481

C
ov

er
ag

e

41 40 39 38 37 36 35 3433 32 3130 29 282726 25 2423 22 21 20 19 181716 151413 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 1211109876543

4 kbp
introns not to scale

S
H

C
4 M

Y
O

5C

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

MYO5C SHC4

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 3



chromosome 2

p13.3

chromosome 2

p24.3

ANTXR1
ENST00000409349.7

AC011897.1
ENST00000450715.5

breakpoint1
chr2:69170289

breakpoint2
chr2:14616428

0

5342

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 11 12 13 141 2 3

1 kbp
introns not to scale

AC011897.1

ANTXR1

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

ANTXR1

RETAINED PROTEIN DOMAINS
reading frame unclear

von Willebrand factor type A domain

Anthrax receptor extracellular domain

SUPPORTING READ COUNT

Split reads = 245
Discordant mates = 9



chromosome 10

q21.2

chromosome 10

q11.21

CCDC6
ENST00000263102.7

RET
ENST00000355710.8

breakpoint1
chr10:59906122

breakpoint2
chr10:43116584

0

10435

C
ov

er
ag

e

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

1 12 13 14 15 16 17 18 19 20

3 kbp
introns not to scale

RET

CCDC6

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

CCDC6 RET

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 10



chromosome 20

p13

chromosome 20

p13

PANK2
ENST00000316562.9

MAVS
ENST00000428216.4

breakpoint1
chr20:3889728

breakpoint2
chr20:3854558

0

5189

C
ov

er
ag

e

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

1 2 3 4 5 6 7

5 kbp
introns not to scale

M
AV

S

PA
NK2

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

PANK2 MAVS

RETAINED PROTEIN DOMAINS
reading frame unclear

Caspase recruitment domain

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 5



chromosome 20

p13

chromosome 20

p13

PANK2
ENST00000643504.2

MAVS
ENST00000428216.4

breakpoint1
chr20:3891411

breakpoint2
chr20:3854558

0

5189

C
ov

er
ag

e

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

1 2 2 3 4 5 6 7

4 kbp
introns not to scale

M
AV

S

PA
NK2

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

PANK2 MAVS

RETAINED PROTEIN DOMAINS
reading frame unclear

Caspase recruitment domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 5



chromosome 20

p13

chromosome 20

p13

PANK2
ENST00000316562.9

MAVS
ENST00000428216.4

breakpoint1
chr20:3889728

breakpoint2
chr20:3857635

0

5189

C
ov

er
ag

e

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

1 3 4 5 6 7

5 kbp
introns not to scale

M
AV

S

PA
NK2

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

PANK2 MAVS

RETAINED PROTEIN DOMAINS
reading frame unclear

Caspase recruitment domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2



chromosome 20

p13

chromosome 20

p13

PANK2
ENST00000316562.9

MAVS
ENST00000428216.4

breakpoint1
chr20:3889728

breakpoint2
chr20:3861332

0

5189

C
ov

er
ag

e

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

1 4 5 6 7

5 kbp
introns not to scale

M
AV

S

PA
NK2

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 = 2



chromosome 10

p12.1

chromosome 10

p14

WAC
ENST00000354911.9

SFMBT2
ENST00000673876.1

breakpoint1
chr10:28535757

breakpoint2
chr10:7285954

0

3928

C
ov

er
ag

e

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

1 2 3 21201918171615141312111098765

3 kbp
introns not to scale

SFMBT2

WAC

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

WAC SFMBT2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SLED domain

mbt repeat

SLED domain

mbt repeat

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

2034

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

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 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

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 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

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 4

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

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 4

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

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

1508

C
ov

er
ag

e

3 2 1 4 3 2 1

21 43

800 bp
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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15453085

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 432

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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

2034

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

54321 4

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

1508

C
ov

er
ag

e

3 2 1 4 3 2 1

21 4

800 bp
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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 10

q25.2

chromosome 10

q25.2

TCF7L2
ENST00000629706.2

AL158212.1
ENST00000428766.2

breakpoint1
chr10:113040126

breakpoint2
chr10:112888735

0

3680

C
ov

er
ag

e

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

1 2 3 4 1 2 3

1 kbp
introns not to scale

AL158212.1

TCF7L2

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

TCF7L2

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal CTNNB1 binding
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Discordant mates = 6
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GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 5
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C18orf25 GREB1L

RETAINED PROTEIN DOMAINS
reading frame unclear

E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CHMP1A FANCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CENPM PACSIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Centromere protein M (CENP−M)

SH3 domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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CENPM PACSIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Centromere protein M (CENP−M)

SH3 domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PEX3 AIG1

RETAINED PROTEIN DOMAINS
reading frame unclear

Peroxin−3

FAR−17a/AIG1−like protein

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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EFNA5 IKBKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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EFNA5 IKBKB

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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B9D1 CD82

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2
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FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

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

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


