
chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
C

4

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

PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 928
Discordant mates = 8



chromosome 6

q22.1

chromosome 6

q22.1

GOPC
ENST00000368498.7

ROS1
ENST00000368508.7

breakpoint1
chr6:117566854

breakpoint2
chr6:117321394

0

9281

C
ov

er
ag

e

9 8 7 6 5 4 3 2 1 43 42 41 40 39 3837 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

87654321 434241403938373635

4 kbp
introns not to scale

RO
S1

GOPC

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

GOPC ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 805
Discordant mates = 9



chromosome 6

q22.1

chromosome 6

q22.1

GOPC
ENST00000368498.7

ROS1
ENST00000368508.7

breakpoint1
chr6:117566854

breakpoint2
chr6:117320030

0

9281

C
ov

er
ag

e

9 8 7 6 5 4 3 2 1 43 42 41 40 39 3837 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

87654321 4342414039383736

4 kbp
introns not to scale

RO
S1

GOPC

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

GOPC ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 6

q22.1

chromosome 6

q22.1

GOPC
ENST00000368498.7

ROS1
ENST00000368508.7

breakpoint1
chr6:117566996

breakpoint2
chr6:117319953

0

9281

C
ov

er
ag

e

9 8 7 6 5 4 3 2 1 43 42 41 40 39 3837 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

87654321 4342414039383736

4 kbp
introns not to scale

RO
S1

GOPC

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

GOPC ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGB6
ENST00000520790.1

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

4

P
C

D
H

G
B

6

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

PCDHGA4 PCDHGB6

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 533
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGB7
ENST00000398594.4

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

4

P
C

D
H

G
B

7

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

PCDHGA4 PCDHGB7

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 533
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC3
ENST00000308177.5

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

4

P
C

D
H

G
C

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

PCDHGA4 PCDHGC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 533
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

4

P
C

D
H

G
C

4

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

PCDHGA4 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 533
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

65591

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
A

4

P
C

D
H

G
C

5

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

PCDHGA4 PCDHGC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 533
Discordant mates = 6



chromosome 14

q31.3

chromosome 14

q31.1

PTPN21
ENST00000328736.7

CEP128
ENST00000281129.7

breakpoint1
chr14:88550238

breakpoint2
chr14:80838278

0

3267

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 24 23 22 212019 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 242322212019181716151413121110

4 kbp
introns not to scale

C
E

P
128

P
T

P
N

21

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

PTPN21 CEP128

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 350
Discordant mates = 13



chromosome 14

q31.3

chromosome 14

q31.1

PTPN21
ENST00000328736.7

CEP128
ENST00000281129.7

breakpoint1
chr14:88550238

breakpoint2
chr14:80831294

0

3267

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 24 23 22 212019 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 24232221201918171615141312

4 kbp
introns not to scale

C
E

P
128

P
T

P
N

21

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

PTPN21 CEP128

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 14

q31.3

chromosome 14

q31.1

PTPN21
ENST00000536337.5

CEP128
ENST00000281129.7

breakpoint1
chr14:88547529

breakpoint2
chr14:80838278

0

3267

C
ov

er
ag

e

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

21 242322212019181716151413121110

3 kbp
introns not to scale

C
E

P
128

P
T

P
N

21

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

PTPN21 CEP128

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 14



chromosome 14

q31.3

chromosome 14

q31.1

PTPN21
ENST00000328736.7

CEP128
ENST00000281129.7

breakpoint1
chr14:88550238

breakpoint2
chr14:80836337

0

3267

C
ov

er
ag

e

18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 24 23 22 212019 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2423222120191817161514131211

4 kbp
introns not to scale

C
E

P
128

P
T

P
N

21

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

PTPN21 CEP128

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343164

breakpoint2
chr8:68017846

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 205
Discordant mates = 3



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343174

breakpoint2
chr8:68017846

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343164

breakpoint2
chr8:68019549

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343164

breakpoint2
chr8:68027222

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343164

breakpoint2
chr8:68038159

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 7 8 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q13.2

chromosome 8

q13.2

ARFGEF1
ENST00000262215.8

PREX2
ENST00000288368.5

breakpoint1
chr8:67343164

breakpoint2
chr8:68053097

0

3682

C
ov

er
ag

e

39 3837363534333231302928272625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9101112131415161718192021222324252627282930313233343536373839 40

1 9101112131415161718192021222324252627282930313233343536373839 40

7 kbp
introns not to scale

ARFGEF1PREX2

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

ARFGEF1 PREX2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581315

0

7367

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 9



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581197

0

7367

C
ov

er
ag

e

3 2 1 2 1

321 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115620435

breakpoint2
chr5:115581315

0

7367

C
ov

er
ag

e

3 2 1 2 1

21 2

2 kbp
introns not to scale

TI
C

A
M

2

TM
E

D
7

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

TMED7 TICAM2

RETAINED PROTEIN DOMAINS
reading frame unclear

emp24/gp25L/p24 family/GOLD

TIR domain

emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13565781

breakpoint2
chr21:13615123

0

633

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 = 74
Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13516271

breakpoint2
chr21:13615123

0

633

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 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 = 11
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13565781

breakpoint2
chr21:13630941

0

633

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 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

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13565781

breakpoint2
chr21:13615397

0

633

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 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 = 1
Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

LINC01674
ENST00000660298.1

POTED
ENST00000299443.5

breakpoint1
chr21:13565781

breakpoint2
chr21:13639515

0

633

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 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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

4893

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 = 71
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

4893

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 = 55
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

4893

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 = 10
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

4893

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 = 7
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000428082.6

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15453085

0

4893

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 = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

3040

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 = 1
Discordant mates = 0



chromosome 1

p35.1

chromosome 1

p34.1

AK2
ENST00000467905.5

TESK2
ENST00000372086.4

breakpoint1
chr1:33036736

breakpoint2
chr1:45345558

0

13273

C
ov

er
ag

e

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

1 11

1 kbp
introns not to scale

AK2
TESK21

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AK2 TESK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0



chromosome 1

p35.1

chromosome 1

p34.1

AK2
ENST00000467905.5

TESK2
ENST00000372086.4

breakpoint1
chr1:33036736

breakpoint2
chr1:45345994

0

13273

C
ov

er
ag

e

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

1 1110

1 kbp
introns not to scale

AK2
TESK21

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

AK2 TESK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32031640

breakpoint2
chr1:44689676

0

15438

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 3 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 1



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32031640

breakpoint2
chr1:44688196

0

15438

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

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32031640

breakpoint2
chr1:44700923

0

15438

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 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000648290.1

breakpoint1
chr1:32031640

breakpoint2
chr1:44689109

0

15438

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 14

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

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32031640

breakpoint2
chr1:44698063

0

15438

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 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000445071.5

breakpoint1
chr1:32031640

breakpoint2
chr1:44684393

0

15438

C
ov

er
ag

e

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

1 2 3 2 3 4 5 6

1 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32030422

breakpoint2
chr1:44689676

0

15438

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 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32030422

breakpoint2
chr1:44700923

0

15438

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 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000458657.6

breakpoint1
chr1:32031640

breakpoint2
chr1:44724122

0

15438

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 8 9 10 11 12 13

2 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1 ARMH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

Family of unknown function (DUF5578)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 1

p35.2

chromosome 1

p34.1

KHDRBS1
ENST00000327300.12

ARMH1
ENST00000444751.5

breakpoint1
chr1:32031640

breakpoint2
chr1:44689742

0

15438

C
ov

er
ag

e

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

1 2 3 2 3 4 5 6

1 kbp
introns not to scale

KHDRBS1
ARMH11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

KHDRBS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Qua1 domain

KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 15

q25.2

chromosome Y

q11.23

EFL1
ENST00000268206.12

GOLGA6L11P
ENST00000417252.2

breakpoint1
chr15:82214717

breakpoint2
chrY:24169914

0

4012

C
ov

er
ag

e

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

151413121110987654321 2 3 4 5 6 7 8 9

2 kbp
introns not to scale

E
F

L1

GOLGA6L11P

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

EFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA4
ENST00000672575.1

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140809572

breakpoint2
chr5:140978949

0

370

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 = 32
Discordant mates = 0
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Split reads = 28
Discordant mates = 1
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Split reads = 24
Discordant mates = 1
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