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SUPPORTING READ COUNT

Split reads = 834
Discordant mates = 1
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Split reads = 17
Discordant mates = 0



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66617057

breakpoint2
chr11:66639678

0

16655

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 = 7
Discordant mates = 1



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66625678

breakpoint2
chr11:66639700

0

16655

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 = 4
Discordant mates = 3



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000393979.3

RBM4
ENST00000310092.12

breakpoint1
chr11:66624324

breakpoint2
chr11:66639700

0

16655

C
ov

er
ag

e

1 2 3 1 2 3 4

1 2 2 3 4

800 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

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 = 2



chromosome 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000578778.5

breakpoint1
chr11:66617057

breakpoint2
chr11:66652277

0

16655

C
ov

er
ag

e

1 2 3 1 2 3

1 3

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 11

q13.2

chromosome 11

q13.2

RBM14
ENST00000310137.5

RBM4
ENST00000310092.12

breakpoint1
chr11:66625678

breakpoint2
chr11:66646027

0

16655

C
ov

er
ag

e

1 2 3 1 2 3 4

1 2 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 = 1
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525817.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

30231

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 82 3 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

STX16

NPEPL1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 247
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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GOLGA6L10

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 93
Discordant mates = 0



chromosome 14

q31.1

chromosome 1

p13.3

NRXN3
ENST00000556003.1

SYPL2
ENST00000369872.4

breakpoint1
chr14:79314149

breakpoint2
chr1:109476776

0

2990

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6

1 4 5 6

1 kbp
introns not to scale

N
R

X
N

3

SYPL2

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

SYPL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Membrane−associating domain

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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SYPL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Membrane−associating domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SYPL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Membrane−associating domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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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 = 37
Discordant mates = 1
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


