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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 298
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SNX32

RETAINED PROTEIN DOMAINS
reading frame unclear

Vps5 C terminal like

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Neuregulin intracellular region

EGF−like domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 4
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ERAP1−like C−terminal domain

Peptidase family M1 domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 0



chromosome 19

q13.42

chromosome 4

q25

LENG8
ENST00000376514.6

ENPEP
ENST00000265162.10

breakpoint1
chr19:54449306

breakpoint2
chr4:110488541

0

8737

C
ov

er
ag

e

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 15 16 17 18 19 20

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

4 kbp
introns not to scale

E
N

P
E

P

LE
NG8

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

ENPEP

RETAINED PROTEIN DOMAINS
reading frame unclear

ERAP1−like C−terminal domain
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SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 0
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ERAP1−like C−terminal domain

Peptidase family M1 domain

Peptidase M1 N−terminal domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



chromosome 19

q13.42

chromosome 4

q25

LENG8
ENST00000376514.6

ENPEP
ENST00000265162.10

breakpoint1
chr19:54449306

breakpoint2
chr4:110476503

0

8737

C
ov

er
ag

e

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 15 16 17 18 19 20

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

4 kbp
introns not to scale

E
N

P
E

P

LE
NG8

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

ENPEP

RETAINED PROTEIN DOMAINS
reading frame unclear

ERAP1−like C−terminal domain
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Peptidase family M1 domain
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Peptidase family M1 domain
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Peptidase family M1 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Syntaxin
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M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1



chromosome 17

q22

chromosome 8

q22.3

MRPS23
ENST00000313608.13

MAILR
ENST00000518978.5

breakpoint1
chr17:57849240

breakpoint2
chr8:102879895

0

7433

C
ov

er
ag

e

5 4 3 2 1 1 2 3

21 2 3

1 kbp
introns not to scale

MAILR

M
R

P
S

23

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

MRPS23

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal protein S23

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal protein S23

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 6
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KCNAB2 CAMTA1

RETAINED PROTEIN DOMAINS
reading frame unclear

IQ calmodulin−binding motif

IPT/TIG domain

CG−1 domain

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 6
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IQ calmodulin−binding motif

IPT/TIG domain

CG−1 domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 9
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IQ calmodulin−binding motif
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 3
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reading frame unclear

IQ calmodulin−binding motif

IPT/TIG domain

CG−1 domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 9



chromosome 1

p36.31

chromosome 1

p36.23

KCNAB2
ENST00000378097.6

CAMTA1
ENST00000303635.12

breakpoint1
chr1:5992788

breakpoint2
chr1:7467830

0

10051

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 10 11 12 13 14 15 16 17 18 19 20 2122 23

1 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 2122 23

4 kbp
introns not to scale

KCNAB2
CAMTA11

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

CAMTA1

RETAINED PROTEIN DOMAINS
reading frame unclear

IQ calmodulin−binding motif
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SUPPORTING READ COUNT

Split reads = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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THADA INPP5K

RETAINED PROTEIN DOMAINS
reading frame unclear

THADA/TRM732, DUF2428

SKICH domain

Endonuclease/Exonuclease/phosphatase family

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 2
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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 = 53
Discordant mates = 4
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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 = 24
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 = 16
Discordant mates = 3
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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 = 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 = 2
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 = 1
Discordant mates = 0
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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 = 32
Discordant mates = 1
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 1

q25.2

chromosome 1

q25.2

CRYZL2P
ENST00000476232.6

SEC16B
ENST00000308284.10

breakpoint1
chr1:178024404

breakpoint2
chr1:177968039

0

2502

C
ov

er
ag

e

10 9 8 7 6 5 4 3 2 1 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 262524232221201918171615141312111098765432

3 kbp
introns not to scale

SEC16BCRYZL2P

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
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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 = 1
Discordant mates = 1
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

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

Golgin subfamily A member 5

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Golgin subfamily A member 5

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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Genes are not protein−coding.
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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Genes are not protein−coding.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2


