
chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA10
ENST00000398610.2

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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
A

10

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 PCDHGA10

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA11
ENST00000398587.7

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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
A

11

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 PCDHGA11

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA12
ENST00000252085.4

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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
A

12

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 PCDHGA12

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA8
ENST00000398604.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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
A

8

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 PCDHGA8

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA9
ENST00000573521.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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
A

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

PCDHGB2 PCDHGA9

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC3
ENST00000308177.5

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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

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

PCDHGB2 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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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 = 1913
Discordant mates = 6



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

12450

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

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

PCDHGB2 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 = 1913
Discordant mates = 6



chromosome 12

q24.23

chromosome 12

q24.31

PXN
ENST00000637617.2

PLA2G1B
ENST00000308366.9

breakpoint1
chr12:120265617

breakpoint2
chr12:120326020

0

18908

C
ov

er
ag

e

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

1 432

2 kbp
introns not to scale

PXN
PLA2G

1B

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

PXN PLA2G1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipase A2

SUPPORTING READ COUNT

Split reads = 501
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15440285

0

15505

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 = 475
Discordant mates = 6



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15440285

0

15505

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 = 347
Discordant mates = 5



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15438200

0

15505

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 = 105
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15438200

0

15505

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 = 78
Discordant mates = 1



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15440285

0

15505

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
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15545785

breakpoint2
chr17:15438200

0

15505

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 = 15
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15503098

breakpoint2
chr17:15453085

0

15505

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

7654321 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 = 6
Discordant mates = 6



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

9836

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 = 6
Discordant mates = 5



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15453085

0

15505

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 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 = 1
Discordant mates = 5



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGB6
ENST00000520790.1

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

12450

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 = 403
Discordant mates = 4



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGB7
ENST00000398594.4

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

12450

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 = 403
Discordant mates = 4



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC3
ENST00000308177.5

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

12450

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 = 403
Discordant mates = 4



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC4
ENST00000306593.1

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

12450

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 = 403
Discordant mates = 4



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGA4
ENST00000612927.1

PCDHGC5
ENST00000252087.3

breakpoint1
chr5:141357621

breakpoint2
chr5:141494807

0

12450

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 = 403
Discordant mates = 4



chromosome 22

q11.21

chromosome 1

p12

DGCR2
ENST00000263196.12

WARS2−AS1
ENST00000670000.1

breakpoint1
chr22:19122128

breakpoint2
chr1:119178644

0

11062

C
ov

er
ag

e

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

1 4

3 kbp
introns not to scale

WARS2−AS1

DGCR2

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 = 233
Discordant mates = 1



chromosome 22

q11.21

chromosome 1

p12

DGCR2
ENST00000263196.12

WARS2−AS1
ENST00000418015.1

breakpoint1
chr22:19122128

breakpoint2
chr1:119275188

0

11062

C
ov

er
ag

e

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

1 7

2 kbp
introns not to scale

WARS2−AS1

DGCR2

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 = 3
Discordant mates = 0



chromosome 22

q11.21

chromosome 1

p12

DGCR2
ENST00000263196.12

WARS2−AS1
ENST00000418015.1

breakpoint1
chr22:19122128

breakpoint2
chr1:119262902

0

11062

C
ov

er
ag

e

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

1 6 7

2 kbp
introns not to scale

WARS2−AS1

DGCR2

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 1

p36.12

chromosome 1

p35.2

EPHB2
ENST00000374632.7

TMEM39B
ENST00000336294.10

breakpoint1
chr1:22711043

breakpoint2
chr1:32074951

0

5804

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9

2 kbp
introns not to scale

EPHB2
TMEM39B1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

EPHB2 TMEM39B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

Putative transmembrane protein

SUPPORTING READ COUNT

Split reads = 215
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p35.2

EPHB2
ENST00000374632.7

TMEM39B
ENST00000336294.10

breakpoint1
chr1:22711043

breakpoint2
chr1:32091675

0

5804

C
ov

er
ag

e

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

1 6 7 8 9

2 kbp
introns not to scale

EPHB2
TMEM39B1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

EPHB2 TMEM39B

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

Putative transmembrane protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 2

q14.3

chromosome 7

q31.1

CLASP1
ENST00000455322.6

NRCAM
ENST00000379024.8

breakpoint1
chr2:121605701

breakpoint2
chr7:108312731

0

4955

C
ov

er
ag

e

39 38 37 36 35 34 33323130292827 2625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 30 29282726 25 24 23 22 2120 19181716 15141312 11 10 9 8 7 6 5 4 3 2 1

21 3029282726252423222120191817161514131211109876543

5 kbp
introns not to scale

NRCAM
CLASP1

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

CLASP1 NRCAM

RETAINED PROTEIN DOMAINS
reading frame unclear

Bravo−like intracellular region

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 6



chromosome 2

q14.3

chromosome 7

q31.1

CLASP1
ENST00000455322.6

NRCAM
ENST00000379024.8

breakpoint1
chr2:121605701

breakpoint2
chr7:108240170

0

4955

C
ov

er
ag

e

39 38 37 36 35 34 33323130292827 2625242322212019181716151413121110 9 8 7 6 5 4 3 2 1 30 29282726 25 24 23 22 2120 19181716 15141312 11 10 9 8 7 6 5 4 3 2 1

21 302928272625242322212019181716151413121110987654

5 kbp
introns not to scale

NRCAM
CLASP1

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

CLASP1 NRCAM

RETAINED PROTEIN DOMAINS
reading frame unclear

Bravo−like intracellular region

Fibronectin type III domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 1

p36.12

chromosome 1

p34.3

ZBTB40
ENST00000650433.1

ZMYM4
ENST00000314607.11

breakpoint1
chr1:22429014

breakpoint2
chr1:35325360

0

3998

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 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

12 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

3 kbp
introns not to scale

ZBTB40
ZMYM41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p34.3

ZBTB40
ENST00000375647.5

ZMYM4
ENST00000314607.11

breakpoint1
chr1:22452004

breakpoint2
chr1:35325360

0

3998

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 1516 17 18 1 2 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

12 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

5 kbp
introns not to scale

ZBTB40
ZMYM41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 2



chromosome 1

p36.12

chromosome 1

p34.3

ZBTB40
ENST00000650433.1

ZMYM4
ENST00000314607.11

breakpoint1
chr1:22429014

breakpoint2
chr1:35358925

0

3998

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 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30

3 kbp
introns not to scale

ZBTB40
ZMYM41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 1

p36.12

chromosome 1

p34.3

ZBTB40
ENST00000375647.5

ZMYM4
ENST00000314607.11

breakpoint1
chr1:22452004

breakpoint2
chr1:35358925

0

3998

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 1516 17 18 1 2 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

1 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

5 kbp
introns not to scale

ZBTB40
ZMYM41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 2



chromosome 1

p36.12

chromosome 1

p34.3

ZBTB40
ENST00000404138.5

ZMYM4
ENST00000314607.11

breakpoint1
chr1:22452946

breakpoint2
chr1:35325360

0

3998

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 161718 19 1 2 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

1 22 3 4 5 6 7 8 9 1011 12 13 14 15161718192021222324252627 28 29 30

5 kbp
introns not to scale

ZBTB40
ZMYM41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 2

p22.3

chromosome 3

p22.2

BIRC6
ENST00000421745.6

ITGA9
ENST00000264741.10

breakpoint1
chr2:32445668

breakpoint2
chr3:37533314

0

8875

C
ov

er
ag

e

1 2 3 4 56 7 89 10 1112131415161718192021222324252627282930313233343536373839404142434445464748495051525354 55 565758596061626364656667686970717273 74 1 23456789101112131415161718192021222324252627 28

1 2 3 4 56 7 89 10 11121314151617181920211415161718192021222324252627 28

9 kbp
introns not to scale

BIRC6

ITG
A9

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

BIRC6 ITGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 0



chromosome 2

p22.3

chromosome 3

p22.2

BIRC6
ENST00000421745.6

ITGA9
ENST00000264741.10

breakpoint1
chr2:32448928

breakpoint2
chr3:37526026

0

8875

C
ov

er
ag

e

1 2 3 4 56 7 89 10 1112131415161718192021222324252627282930313233343536373839404142434445464748495051525354 55 565758596061626364656667686970717273 74 1 23456789101112131415161718192021222324252627 28

1 2 3 4 56 7 89 10 111213141516171819202122131415161718192021222324252627 28

9 kbp
introns not to scale

BIRC6

ITG
A9

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

BIRC6 ITGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 5



chromosome 2

p22.3

chromosome 3

p22.2

BIRC6
ENST00000421745.6

ITGA9
ENST00000264741.10

breakpoint1
chr2:32448928

breakpoint2
chr3:37533314

0

8875

C
ov

er
ag

e

1 2 3 4 56 7 89 10 1112131415161718192021222324252627282930313233343536373839404142434445464748495051525354 55 565758596061626364656667686970717273 74 1 23456789101112131415161718192021222324252627 28

1 2 3 4 56 7 89 10 1112131415161718192021221415161718192021222324252627 28

9 kbp
introns not to scale

BIRC6

ITG
A9

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

BIRC6 ITGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 3



chromosome 2

p22.3

chromosome 3

p22.2

BIRC6
ENST00000421745.6

ITGA9
ENST00000264741.10

breakpoint1
chr2:32445668

breakpoint2
chr3:37526026

0

8875

C
ov

er
ag

e

1 2 3 4 56 7 89 10 1112131415161718192021222324252627282930313233343536373839404142434445464748495051525354 55 565758596061626364656667686970717273 74 1 23456789101112131415161718192021222324252627 28

1 2 3 4 56 7 89 10 1112131415161718192021131415161718192021222324252627 28

9 kbp
introns not to scale

BIRC6

ITG
A9

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

BIRC6 ITGA9

RETAINED PROTEIN DOMAINS
reading frame unclear

Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 12

q23.3

chromosome 9

q22.2

CHST11
ENST00000303694.6

SYK
ENST00000375754.9

breakpoint1
chr12:104601991

breakpoint2
chr9:90843858

0

8149

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

SYK

C
H

ST11

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

CHST11 SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1



chromosome 12

q23.3

chromosome 9

q22.2

CHST11
ENST00000549260.5

SYK
ENST00000375754.9

breakpoint1
chr12:104457514

breakpoint2
chr9:90843858

0

8149

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

SYK

C
H

ST11

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

CHST11 SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 12

q23.3

chromosome 9

q22.2

CHST11
ENST00000303694.6

SYK
ENST00000375754.9

breakpoint1
chr12:104457529

breakpoint2
chr9:90843858

0

8149

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

SYK

C
H

ST11

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

CHST11 SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9324780

breakpoint2
chr19:9376316

0

1289

C
ov

er
ag

e

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

1 2 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9324780

breakpoint2
chr19:9364862

0

1289

C
ov

er
ag

e

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

1 2 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9341184

breakpoint2
chr19:9376316

0

1289

C
ov

er
ag

e

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

1 2 3 4 5 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9341184

breakpoint2
chr19:9364862

0

1289

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000592298.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9324404

breakpoint2
chr19:9376316

0

1289

C
ov

er
ag

e

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

1 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9341184

breakpoint2
chr19:9371610

0

1289

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9324780

breakpoint2
chr19:9371610

0

1289

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9338582

breakpoint2
chr19:9376316

0

1289

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000343499.8

breakpoint1
chr19:9338582

breakpoint2
chr19:9364862

0

1289

C
ov

er
ag

e

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

1 2 3 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000590616.2

breakpoint1
chr19:9341184

breakpoint2
chr19:9382385

0

1289

C
ov

er
ag

e

1 2 3 4 5 6 1 2 3 4 5

1 2 3 4 5 5

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000588124.1

ZNF177
ENST00000343499.8

breakpoint1
chr19:9333113

breakpoint2
chr19:9376316

0

1289

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 19

p13.2

chromosome 19

p13.2

ZNF559
ENST00000587557.5

ZNF177
ENST00000589262.5

breakpoint1
chr19:9324780

breakpoint2
chr19:9378259

0

1289

C
ov

er
ag

e

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

1 2 2 3 4 5 6

1 kbp
introns not to scale

ZN
F5

59
ZN

F1
77

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

ZNF559 ZNF177

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

Zinc−finger double domain

KRAB box

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

6788

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 = 71
Discordant mates = 5



chromosome 5

q22.3

chromosome 5

q22.3

TMED7
ENST00000456936.4

TICAM2
ENST00000427199.3

breakpoint1
chr5:115616318

breakpoint2
chr5:115581197

0

6788

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 = 19
Discordant mates = 2



chromosome 9

q31.3

chromosome 9

q31.3

LPAR1
ENST00000441240.1

SUSD1
ENST00000374270.8

breakpoint1
chr9:111038167

breakpoint2
chr9:112052438

0

3210

C
ov

er
ag

e

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

1 171615

2 kbp
introns not to scale

LPAR1

SUSD1

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

SUSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0



chromosome 9

q31.3

chromosome 9

q31.3

LPAR1
ENST00000358883.8

SUSD1
ENST00000374270.8

breakpoint1
chr9:111037841

breakpoint2
chr9:112052438

0

3210

C
ov

er
ag

e

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

1 171615

2 kbp
introns not to scale

LPAR1

SUSD1

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

SUSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 4



chromosome 9

q31.3

chromosome 9

q31.3

LPAR1
ENST00000441240.1

SUSD1
ENST00000374270.8

breakpoint1
chr9:111038167

breakpoint2
chr9:112041960

0

3210

C
ov

er
ag

e

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

1 1716

2 kbp
introns not to scale

LPAR1

SUSD1

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

SUSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 9

q31.3

chromosome 9

q31.3

LPAR1
ENST00000358883.8

SUSD1
ENST00000374264.6

breakpoint1
chr9:111037841

breakpoint2
chr9:112042165

0

3210

C
ov

er
ag

e

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

1 181716

2 kbp
introns not to scale

LPAR1

SUSD1

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

SUSD1

RETAINED PROTEIN DOMAINS
reading frame unclear

TM proximal of protein tyrosine phosphatase, receptor type J

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117329446

0

18110

C
ov

er
ag

e

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

1 2 3 4 434241403938373635343332

4 kbp
introns not to scale

ROS1

S
LC

34A
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

SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 1



chromosome 4

p15.2

chromosome 6

q22.1

SLC34A2
ENST00000504570.5

ROS1
ENST00000368508.7

breakpoint1
chr4:25664330

breakpoint2
chr6:117324415

0

18110

C
ov

er
ag

e

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

1 2 3 4 43424140393837363534

4 kbp
introns not to scale

ROS1

S
LC

34A
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

SLC34A2 ROS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 10

p11.21

chromosome 10

p11.21

PARD3
ENST00000374789.8

AL392046.1
ENST00000450742.5

breakpoint1
chr10:34814876

breakpoint2
chr10:35101060

0

6886

C
ov

er
ag

e

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 5 4 3 2 1

1 543

2 kbp
introns not to scale

PARD3

AL392046.1

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

PARD3

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal of Par3 and HAL proteins

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0



chromosome 9

p24.2

chromosome 9

p11.1

GLIS3
ENST00000381971.8

FGF7P4
ENST00000509595.2

breakpoint1
chr9:4299421

breakpoint2
chr9:42668886

0

7492

C
ov

er
ag

e

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

1 21

2 kbp
introns not to scale

GLIS3
FGF7P4

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 = 59
Discordant mates = 1



chromosome 17

q23.2

chromosome 17

p13.3

TLK2
ENST00000326270.13

AC240565.1
ENST00000624936.2

breakpoint1
chr17:62560126

breakpoint2
chr17:106864

0

6622

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 8765432

2 kbp
introns not to scale

A
C

24
05

65
.1

TL
K

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000349721.8

TRIM72
ENST00000322122.8

breakpoint1
chr9:2015404

breakpoint2
chr16:31222827

0

5572

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 1617 18 19 202122 23 24 25 26 27 28 293031 32 33 34 1 2 3 4 5 6 7

16 7

4 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000457226.2

TRIM72
ENST00000322122.8

breakpoint1
chr9:2017207

breakpoint2
chr16:31222827

0

5572

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7

1 6 7

2 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000634760.1

TRIM72
ENST00000322122.8

breakpoint1
chr9:2017799

breakpoint2
chr16:31222827

0

5572

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 1617 18 19 202122 23 24 25 26 27 28 2930 31 32 33 1 2 3 4 5 6 7

1 6 7

4 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000349721.8

TRIM72
ENST00000322122.8

breakpoint1
chr9:2015404

breakpoint2
chr16:31220896

0

5572

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 1617 18 19 202122 23 24 25 26 27 28 293031 32 33 34 1 2 3 4 5 6 7

15 6 7

4 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000636903.1

TRIM72
ENST00000322122.8

breakpoint1
chr9:2016143

breakpoint2
chr16:31222827

0

5572

C
ov

er
ag

e

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

1 6 7

3 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000636903.1

TRIM72
ENST00000322122.8

breakpoint1
chr9:2016143

breakpoint2
chr16:31220896

0

5572

C
ov

er
ag

e

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

15 6 7

3 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000634760.1

TRIM72
ENST00000322122.8

breakpoint1
chr9:2017799

breakpoint2
chr16:31220896

0

5572

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10111213 14 15 1617 18 19 202122 23 24 25 26 27 28 2930 31 32 33 1 2 3 4 5 6 7

15 6 7

4 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p24.3

chromosome 16

p11.2

SMARCA2
ENST00000439732.6

TRIM72
ENST00000322122.8

breakpoint1
chr9:2017502

breakpoint2
chr16:31222827

0

5572

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7

1 6 7

2 kbp
introns not to scale

SMARCA2

T
R

IM
72

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

TRIM72

RETAINED PROTEIN DOMAINS
reading frame unclear

SPRY domain

SPRY−associated domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q11.22

chromosome 20

q12

MMP24OS
ENST00000566203.6

PTPRT
ENST00000618610.1

breakpoint1
chr20:35272005

breakpoint2
chr20:42472562

0

27632

C
ov

er
ag

e

4 3 2 1 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

21 25242322212019181716151413121110987654321

2 kbp
introns not to scale

M
M

P24
OS

PTPRT

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

PTPRT

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein−tyrosine phosphatase

TM proximal of protein tyrosine phosphatase, receptor type J

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 5



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100921841

breakpoint2
chr3:126496108

0

2590

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 21 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 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100918127

breakpoint2
chr3:126496108

0

2590

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 21 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 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 1

p21.2

chromosome 3

q21.3

SLC30A7
ENST00000357650.9

UROC1
ENST00000383579.3

breakpoint1
chr1:100896671

breakpoint2
chr3:126496108

0

2590

C
ov

er
ag

e

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

1 2 212019181716

3 kbp
introns not to scale

SLC30A7

U
R

O
C

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

SLC30A7 UROC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cation efflux family

Urocanase C−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 7

q22.3

chromosome 7

q22.3

AC005050.1
ENST00000650160.1

SLC26A3
ENST00000340010.10

breakpoint1
chr7:106591550

breakpoint2
chr7:107779763

0

1074

C
ov

er
ag

e

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

21 21201918171615141312

2 kbp
introns not to scale

AC005050.1SLC26A3

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

SLC26A3

RETAINED PROTEIN DOMAINS
reading frame unclear

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 1



chromosome 7

q22.3

chromosome 7

q22.3

AC005050.1
ENST00000650160.1

SLC26A3
ENST00000340010.10

breakpoint1
chr7:106598754

breakpoint2
chr7:107779763

0

1074

C
ov

er
ag

e

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

1 21201918171615141312

2 kbp
introns not to scale

AC005050.1SLC26A3

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

SLC26A3

RETAINED PROTEIN DOMAINS
reading frame unclear

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 7

q22.3

chromosome 7

q22.3

AC005050.1
ENST00000650160.1

SLC26A3
ENST00000340010.10

breakpoint1
chr7:106591550

breakpoint2
chr7:107778281

0

1074

C
ov

er
ag

e

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

21 212019181716151413

2 kbp
introns not to scale

AC005050.1SLC26A3

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

SLC26A3

RETAINED PROTEIN DOMAINS
reading frame unclear

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 6

q24.3

chromosome 6

q24.3

AL033504.1
ENST00000427015.1

SASH1
ENST00000367467.8

breakpoint1
chr6:147947519

breakpoint2
chr6:148390134

0

7845

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

AL0
33

50
4.

1

SASH1

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

SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 34
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reading frame unclear

Zinc finger, C2H2 type

C2H2−type zinc finger
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SUPPORTING READ COUNT

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

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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Protein kinase domain
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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SUPPORTING READ COUNT

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

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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FGGY family of carbohydrate kinases, N−terminal domain
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 3

p22.2

chromosome 3

p22.2

XYLB
ENST00000207870.8

GOLGA4
ENST00000356847.8

breakpoint1
chr3:38379338

breakpoint2
chr3:37366080

0

10356

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 16 17 18 19 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23

1 2 3 4 5 6 7 8 9 1011 12 13 14 15 23

4 kbp
introns not to scale

G
O

LG
A4

X
Y

LB

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

XYLB GOLGA4

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Proteasome subunit
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SUPPORTING READ COUNT

Split reads = 8
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N−terminal of Par3 and HAL proteins

Cullin protein neddylation domain

Cullin family

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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