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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 278
Discordant mates = 1
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TAMM41 IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 234
Discordant mates = 1
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TAMM41 IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidate cytidylyltransferase, mitochondrial

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 171
Discordant mates = 1



chromosome 7

q21.12

chromosome 7

q21.12

DMTF1
ENST00000331242.12

CROT
ENST00000419147.6

breakpoint1
chr7:87184625

breakpoint2
chr7:87381910

0

6404

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 18 19

3 kbp
introns not to scale

DMTF1CROT

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

DMTF1 CROT

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Choline/Carnitine o−acyltransferase

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 3
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ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
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ADIPOR1 CADPS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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ADIPOR1 CADPS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UTRN PHACTR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Spectrin repeat

RPEL repeat

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel subunit beta domain 4Aa N terminal

Guanylate kinase

PHD−finger

SUPPORTING READ COUNT

Split reads = 81
Discordant mates = 4



chromosome 16

p13.3

chromosome 16

p11.2

PKD1
ENST00000262304.9

NPIPB12
ENST00000550665.5

breakpoint1
chr16:2097868

breakpoint2
chr16:29495607

0

65818

C
ov

er
ag

e

46 45 44 43 424140393837 36353433323130 29 2827 26 25 24 23 222120 19 18 1716 15 141312 11 10 9 8 7 6 5 4 3 2 1 8 7 6 5 4 3 2 1

31302928272625242322212019181716151413121110987654321 876543

5 kbp
introns not to scale

P
K

D
1

N
P

IP
B

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

PKD1 NPIPB12

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

WSC domain

PKD domain

Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p11.2

PKD1
ENST00000262304.9

NPIPB12
ENST00000551448.5

breakpoint1
chr16:2097868

breakpoint2
chr16:29500083

0

53633

C
ov

er
ag

e

46 45 44 43 4241403938 37 36 353433323130 29 28 27 26 25 24 23 222120 19 18 1716 15 141312 11 10 9 8 7 6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

31302928272625242322212019181716151413121110987654321 9876543

5 kbp
introns not to scale

P
K

D
1

N
P

IP
B

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

PKD1

RETAINED PROTEIN DOMAINS
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Leucine rich repeat

WSC domain
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Lectin C−type domain

PKD domain

REJ domain

PLAT/LH2 domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 21
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 = 70
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

2411

C
ov

er
ag

e

3 2 1 4 3 2 1

21 4

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 = 8
Discordant mates = 0
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TMCO4 CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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TMCO4 CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

CAS/CSE protein, C−terminus

Cse1

Importin−beta N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SEC22B

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 3
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PGAM5 XYLT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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PGAM5 XYLT2

RETAINED PROTEIN DOMAINS
reading frame unclear

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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CDC42BPA WDR64

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 2
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CDC42BPA WDR64

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

KELK−motif containing domain of MRCK Ser/Thr protein kinase

DMPK coiled coil domain like

Phorbol esters/diacylglycerol binding domain (C1 domain)

CNH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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MEGF8

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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NRP1 FAM107B

RETAINED PROTEIN DOMAINS
reading frame unclear

CUB domain

F5/8 type C domain

Protein of unknown function (DUF1151)

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RNF115 HJV

RETAINED PROTEIN DOMAINS
reading frame unclear

Repulsive guidance molecule (RGM) C−terminus

Repulsive guidance molecule (RGM) N−terminus

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SF3A2 DOT1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Histone methylation protein DOT1 

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 16

p13.3

chromosome 16

p13.3

PPL
ENST00000590782.6

AC023830.1
ENST00000569678.1

breakpoint1
chr16:4888102

breakpoint2
chr16:4635031

0

1720

C
ov

er
ag

e

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

2019181716151413121110987654321 2

2 kbp
introns not to scale

A
C

02
38

30
.1

P
P

L

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

PPL

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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CARS1 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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CARS1 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CARS1 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (C) catalytic domain

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TRPS1 EIF3H

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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EIF3H

RETAINED PROTEIN DOMAINS
reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

LUC7L3
ENST00000393227.6

ABCC3
ENST00000285238.13

breakpoint1
chr17:50719831

breakpoint2
chr17:50655832

0

12608

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 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 31

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 31

3 kbp
introns not to scale

A
B

C
C

3
LU

C
7L

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

LUC7L3 ABCC3

RETAINED PROTEIN DOMAINS
reading frame unclear

LUC7 N_terminus

ABC transporter

ABC transporter transmembrane region

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

LUC7L3
ENST00000393227.6

ABCC3
ENST00000285238.13

breakpoint1
chr17:50719831

breakpoint2
chr17:50667554

0

12608

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 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 31

1 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31

3 kbp
introns not to scale

A
B

C
C

3
LU

C
7L

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

LUC7L3 ABCC3

RETAINED PROTEIN DOMAINS
reading frame unclear

LUC7 N_terminus

ABC transporter

ABC transporter transmembrane region

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

p13.3

chromosome 17

p13.3

CRK
ENST00000300574.3

CCDC92B
ENST00000575506.3

breakpoint1
chr17:1455877

breakpoint2
chr17:2735168

0

6867

C
ov

er
ag

e

3 2 1 4 3 2 1

1 432

1 kbp
introns not to scale

C
R

K
C

C
D

C
92

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

CRK

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 1

p12

chromosome 1

p13.1

MAN1A2
ENST00000356554.7

SLC22A15
ENST00000369503.9

breakpoint1
chr1:117414831

breakpoint2
chr1:116031366

0

8560

C
ov

er
ag

e

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

1 2 3 4 6 7 8 9 10 11 12

4 kbp
introns not to scale

SLC22A15MAN1A2

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

MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 1

p12

chromosome 1

p13.1

MAN1A2
ENST00000356554.7

SLC22A15
ENST00000369502.1

breakpoint1
chr1:117414831

breakpoint2
chr1:116031403

0

8560

C
ov

er
ag

e

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

1 2 3 4 6

3 kbp
introns not to scale

SLC22A15MAN1A2

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

MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 1

p12

chromosome 1

p13.1

MAN1A2
ENST00000356554.7

SLC22A15
ENST00000369503.9

breakpoint1
chr1:117414831

breakpoint2
chr1:116026893

0

8560

C
ov

er
ag

e

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

1 2 3 45 6 7 8 9 10 11 12

4 kbp
introns not to scale

SLC22A15MAN1A2

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

MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 1

p12

chromosome 1

p13.1

MAN1A2
ENST00000356554.7

SLC22A15
ENST00000369503.9

breakpoint1
chr1:117414831

breakpoint2
chr1:116062762

0

8560

C
ov

er
ag

e

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

1 2 3 49 10 11 12

4 kbp
introns not to scale

SLC22A15MAN1A2

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

MAN1A2 SLC22A15

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Sugar (and other) transporter

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 10

p13

chromosome 10

p13

NMT2
ENST00000378150.1

FAM171A1
ENST00000378116.9

breakpoint1
chr10:15132817

breakpoint2
chr10:15275947

0

3767

C
ov

er
ag

e

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

7654321 876543

2 kbp
introns not to scale

NMT2

FAM171A1

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

NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 10

p13

chromosome 10

p13

NMT2
ENST00000378150.1

FAM171A1
ENST00000378116.9

breakpoint1
chr10:15130217

breakpoint2
chr10:15275955

0

3767

C
ov

er
ag

e

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

87654321 876543

2 kbp
introns not to scale

NMT2

FAM171A1

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

NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1



chromosome 10

p13

chromosome 10

p13

NMT2
ENST00000378150.1

FAM171A1
ENST00000378116.9

breakpoint1
chr10:15133245

breakpoint2
chr10:15275947

0

3767

C
ov

er
ag

e

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

54321 876543

2 kbp
introns not to scale

NMT2

FAM171A1

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

NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 10

p13

chromosome 10

p13

NMT2
ENST00000378150.1

FAM171A1
ENST00000378116.9

breakpoint1
chr10:15133053

breakpoint2
chr10:15275947

0

3767

C
ov

er
ag

e

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

654321 876543

2 kbp
introns not to scale

NMT2

FAM171A1

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

NMT2 FAM171A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Myristoyl−CoA:protein N−myristoyltransferase, N−terminal domain

Uncharacterised protein family UPF0560

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 7

q11.23

chromosome 7

q11.23

AC211486.4
ENST00000621495.1

AC211476.4
ENST00000275546.4

breakpoint1
chr7:75237293

breakpoint2
chr7:73065531

0

9877

C
ov

er
ag

e

1 1 2 3 4 5 6

1 1 2 3 4 5 6

400 bp
introns not to scale

AC211476.4

AC211486.4

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


