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SUPPORTING READ COUNT

Split reads = 880
Discordant mates = 3



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66617057

breakpoint2
chr11:66646027

0

21715

C
ov

er
ag

e

1 2 3 1 2 3 4

1 4

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66617057

breakpoint2
chr11:66643450

0

21715

C
ov

er
ag

e

1 2 3 1 2 3 4

1 3 4

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14 RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66617057

breakpoint2
chr11:66639678

0

21715

C
ov

er
ag

e

1 2 3 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14 RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 4



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66625678

breakpoint2
chr11:66639700

0

21715

C
ov

er
ag

e

1 2 3 1 2 3 4

1 2 2 3 4

2 kbp
introns not to scale

RBM14

RBM4

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

RBM14 RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000461478.1

RBM4
ENST00000310092.12

breakpoint1
chr11:66617550

breakpoint2
chr11:66639700

0

21715

C
ov

er
ag

e

1 2 1 2 3 4

1 2 3 4

600 bp
introns not to scale

RBM14

RBM4

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

RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc knuckle

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000510173.6

breakpoint1
chr11:66617057

breakpoint2
chr11:66643859

0

21715

C
ov

er
ag

e

1 2 3 1 2 3 4

1 4

1 kbp
introns not to scale

RBM14

RBM4

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

RBM14 RBM4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q21.1

chromosome 17

q21.1

RAPGEFL1
ENST00000620260.6

MSL1
ENST00000578648.5

breakpoint1
chr17:40178381

breakpoint2
chr17:40129245

0

109856

C
ov

er
ag

e

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

1 3 4 5 6 7 8

2 kbp
introns not to scale

M
S

L1
R

A
P

G
E

FL
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

RAPGEFL1 MSL1

RETAINED PROTEIN DOMAINS
reading frame unclear

PEHE domain

SUPPORTING READ COUNT

Split reads = 818
Discordant mates = 6



chromosome 17

q21.1

chromosome 17

q21.1

RAPGEFL1
ENST00000456989.6

MSL1
ENST00000398532.9

breakpoint1
chr17:40177122

breakpoint2
chr17:40131537

0

109856

C
ov

er
ag

e

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

14 5 6 7 8 9

2 kbp
introns not to scale

M
S

L1
R

A
P

G
E

FL
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

RAPGEFL1 MSL1

RETAINED PROTEIN DOMAINS
reading frame unclear

PEHE domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 17

q21.1

chromosome 17

q21.1

RAPGEFL1
ENST00000456989.6

MSL1
ENST00000578648.5

breakpoint1
chr17:40177122

breakpoint2
chr17:40129245

0

109856

C
ov

er
ag

e

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

1 3 4 5 6 7 8

2 kbp
introns not to scale

M
S

L1
R

A
P

G
E

FL
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

RAPGEFL1 MSL1

RETAINED PROTEIN DOMAINS
reading frame unclear

PEHE domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

p13.13

chromosome 8

q22.2

COX6CP1
ENST00000564972.1

COX6C
ENST00000517682.6

breakpoint1
chr16:11904113

breakpoint2
chr8:99891996

0

47295

C
ov

er
ag

e

1 4 3 2 1

1 432

200 bp
introns not to scale

COX6C

C
O

X
6C

P
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

COX6C

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 310
Discordant mates = 0
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Discordant mates = 2



chromosome 17

q12

chromosome 17

q12

ERBB2
ENST00000269571.10

PGAP3
ENST00000584620.5

breakpoint1
chr17:39715939

breakpoint2
chr17:39676755

0

820497

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 24 25 26 27 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 654

2 kbp
introns not to scale

P
G

A
P

3
E

R
B

B
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

ERBB2 PGAP3

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 2



chromosome 17

q12

chromosome 17

q12

ERBB2
ENST00000269571.10

PGAP3
ENST00000300658.9

breakpoint1
chr17:39715939

breakpoint2
chr17:39674648

0

820497

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 24 25 26 27 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 87654

3 kbp
introns not to scale

P
G

A
P

3
E

R
B

B
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

ERBB2 PGAP3

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Per1−like family

SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 0
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CHD6 GSDMA

RETAINED PROTEIN DOMAINS
reading frame unclear

Chromo (CHRromatin Organisation MOdifier) domain

SNF2−related domain

Helicase conserved C−terminal domain

Gasdermin PUB domain

Gasdermin pore forming domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 2
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C1QTNF3 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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C1QTNF3 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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C1QTNF3 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 0
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OPA3 USP32

RETAINED PROTEIN DOMAINS
reading frame unclear

Optic atrophy 3 protein (OPA3)

Ubiquitin carboxyl−terminal hydrolase

Ubiquitin−like domain

DUSP domain

EF hand

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CROT

RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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NADSYN1 SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

NAD synthase

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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NADSYN1 SHANK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Carbon−nitrogen hydrolase

NAD synthase

SAM domain (Sterile alpha motif)

PDZ domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CCND1 CCND3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclin, N−terminal domain

Cyclin, C−terminal domain

Cyclin, C−terminal domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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LZTFL1 SLC6A20

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine zipper

Sodium:neurotransmitter symporter family

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q13.5

chromosome 11

q13.3

TSKU
ENST00000333090.5

CPT1A
ENST00000265641.10

breakpoint1
chr11:76783404

breakpoint2
chr11:68815487

0

26829

C
ov

er
ag

e

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

1 1918171615141312111098765432

2 kbp
introns not to scale

CPT1A

TSKU

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

CPT1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/Carnitine o−acyltransferase

Carnitine O−palmitoyltransferase N−terminus

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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MAP6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ELAPOR1 YPEL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


