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Split reads = 1425
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 392
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 363
Discordant mates = 4
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KRAB box

SUPPORTING READ COUNT

Split reads = 321
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 229
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 196
Discordant mates = 0
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Split reads = 93
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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Split reads = 4
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SUPPORTING READ COUNT

Split reads = 69
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Nup133 N terminal like

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0



chromosome 5

p13.2

chromosome 5

q12.3

NUP155
ENST00000513532.1

SHISAL2B
ENST00000389074.6

breakpoint1
chr5:37331685

breakpoint2
chr5:64717889

0

9712

C
ov

er
ag

e

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

1413121110987654321 3

2 kbp
introns not to scale

N
U

P
15

5

S
H

IS
A

L2
B

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

NUP155 SHISAL2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Nup133 N terminal like

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

PX domain

OST−HTH/LOTUS domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain
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OST−HTH/LOTUS domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 16

p11.2

chromosome 4

p16.3

ZNF785
ENST00000470110.2

ADD1
ENST00000264758.11

breakpoint1
chr16:30582511

breakpoint2
chr4:2875896

0

9792

C
ov

er
ag

e

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

321 2 3 4 5 6 7 8 9 10 11 12 13 14 15

2 kbp
introns not to scale

A
D

D
1

Z
N

F
78

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

ZNF785 ADD1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

Class II Aldolase and Adducin N−terminal domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Insulinase (Peptidase family M16)

Peptidase M16 inactive domain

Middle or third domain of peptidase_M16

Zinc carboxypeptidase

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF2615)

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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reading frame unclear

Protein of unknown function (DUF2615)

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Homodimerisation region of STAR domain protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand domain pair

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Tumour necrosis factor receptor superfamily member 19

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SPRY domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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MED13 RIPK1

RETAINED PROTEIN DOMAINS
reading frame unclear

MID domain of medPIWI

Mediator complex subunit 13 C−terminal domain

Death domain

RIP homotypic interaction motif

SUPPORTING READ COUNT

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

NADH dehydrogenase ubiquinone Fe−S protein 4

SUPPORTING READ COUNT

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

NADH dehydrogenase ubiquinone Fe−S protein 4

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUSD1 PTBP3

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 9

q32

chromosome 9

q32

SUSD1
ENST00000374270.8

PTBP3
ENST00000374255.6

breakpoint1
chr9:112175133

breakpoint2
chr9:112223983

0

9738

C
ov

er
ag

e

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

1 15

2 kbp
introns not to scale

SUSD1

PTBP3

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 PTBP3

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FHA domain

SNARE domain

Syntaxin−like protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 3

q21.3

chromosome 3

q13.31

CHCHD6
ENST00000290913.8

ZBTB20
ENST00000464560.5

breakpoint1
chr3:126733222

breakpoint2
chr3:114693575

0

4083

C
ov

er
ag

e

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

1 2 3 4 876543

1 kbp
introns not to scale

ZB
TB

20

C
H

C
H

D
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

CHCHD6 ZBTB20

RETAINED PROTEIN DOMAINS
reading frame unclear

MICOS complex subunit MIC19/MIC25

Zinc finger, C2H2 type

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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CWC27 CPLANE1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

Joubert syndrome−associated

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat−like domain

Tetratricopeptide repeat

Tetratricopeptide repeat

ADP−ribosylglycohydrolase

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Kinetochore component, CENP−R
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Split reads = 3
Discordant mates = 0


