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SUPPORTING READ COUNT
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Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 324
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 191
Discordant mates = 2
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Split reads = 40
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RETAINED PROTEIN DOMAINS
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F5/8 type C domain
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SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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Pumilio−family RNA binding repeat

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 0
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SUPPORTING READ COUNT

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

Tetratricopeptide repeat

Ring finger domain

ZNRF−3 Ectodomain

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 104
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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RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 24
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

WW domain

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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FERM N−terminal domain 

FERM central domain

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 1
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Split reads = 6
Discordant mates = 1
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 80
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 = 73
Discordant mates = 2
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 2
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein
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Split reads = 45
Discordant mates = 1
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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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000438826.7

CDRT4
ENST00000619038.5

breakpoint1
chr17:15540433

breakpoint2
chr17:15453085

0

6780

C
ov

er
ag

e

7 6 5 4 3 2 1 4 3 2 1

654321 432

1 kbp
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 = 3
Discordant mates = 2



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15440285

0

5015

C
ov

er
ag

e

3 2 1 4 3 2 1

21 43

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 = 2
Discordant mates = 2



chromosome 17

p12

chromosome 17

p12

TVP23C
ENST00000581273.5

CDRT4
ENST00000619038.5

breakpoint1
chr17:15516419

breakpoint2
chr17:15438200

0

5015

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 = 2
Discordant mates = 1



chromosome 11

p15.4

chromosome 3

q23

SBF2
ENST00000675281.1

GRK7
ENST00000264952.2

breakpoint1
chr11:10193902

breakpoint2
chr3:141807645

0

5823

C
ov

er
ag

e

41 40 39 38 37 36 35 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 4

21 3 4

4 kbp
introns not to scale

SBF2

G
R

K
7

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

SBF2 GRK7

RETAINED PROTEIN DOMAINS
reading frame unclear

uDENN domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 1



chromosome 11

p15.4

chromosome 3

q23

SBF2
ENST00000675281.1

GRK7
ENST00000264952.2

breakpoint1
chr11:10193902

breakpoint2
chr3:141816714

0

5823

C
ov

er
ag

e

41 40 39 38 37 36 35 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 4

21 4

4 kbp
introns not to scale

SBF2

G
R

K
7

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

SBF2 GRK7

RETAINED PROTEIN DOMAINS
reading frame unclear

uDENN domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 11

p11.2

chromosome 3

q23

EXT2
ENST00000358681.8

PLS1
ENST00000497002.1

breakpoint1
chr11:44095852

breakpoint2
chr3:142711501

0

8165

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 10 11 12 13 14 15 16

1 15 16

2 kbp
introns not to scale

EXT2

P
LS

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

PLS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0



chromosome 11

p11.2

chromosome 3

q23

EXT2
ENST00000395673.7

PLS1
ENST00000497002.1

breakpoint1
chr11:44096321

breakpoint2
chr3:142711501

0

8165

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

1 15 16

2 kbp
introns not to scale

EXT2

P
LS

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

EXT2 PLS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 12

q24.31

chromosome 8

q23.3

PITPNM2
ENST00000320201.9

CSMD3
ENST00000297405.10

breakpoint1
chr12:123034513

breakpoint2
chr8:113019179

0

1247

C
ov

er
ag

e

25 24232221201918171615141312111098 7 6 5 4 3 2 1 71 7069686766656463626160595857565554535251504948474645444342414039383736353433323130292827262524232221201918171615141312111098 7 6 5 4 3 2 1

21 71706968676665646362616059585756555453525150494847464544434241403938373635343332313029282726252423222120191817161514131211109876

8 kbp
introns not to scale

CSMD3

PITPN
M

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

PITPNM2 CSMD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol transfer protein

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

Sushi repeat (SCR repeat)

CUB domain

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0



chromosome 10

p15.3

chromosome 10

p15.3

DIP2C
ENST00000634311.1

IL9RP2
ENST00000423948.1

breakpoint1
chr10:283272

breakpoint2
chr10:84329

0

4858

C
ov

er
ag

e

39 38 37 36 35 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 7 6 5 4 3 2 1

37363534333231302928272625242322212019181716151413121110987654321 765

3 kbp
introns not to scale

IL9RP2

DIP2C

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

DIP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 3



chromosome 10

p15.3

chromosome 10

p15.3

DIP2C
ENST00000634311.1

IL9RP2
ENST00000423948.1

breakpoint1
chr10:283272

breakpoint2
chr10:84746

0

4858

C
ov

er
ag

e

39 38 37 36 35 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 7 6 5 4 3 2 1

37363534333231302928272625242322212019181716151413121110987654321 7654

3 kbp
introns not to scale

IL9RP2

DIP2C

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

DIP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 4



chromosome 10

p15.3

chromosome 10

p15.3

DIP2C
ENST00000634311.1

IL9RP2
ENST00000423948.1

breakpoint1
chr10:283272

breakpoint2
chr10:86241

0

4858

C
ov

er
ag

e

39 38 37 36 35 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 7 6 5 4 3 2 1

37363534333231302928272625242322212019181716151413121110987654321 7654321

3 kbp
introns not to scale

IL9RP2

DIP2C

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

DIP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 4



chromosome 10

p15.3

chromosome 10

p15.3

DIP2C
ENST00000634311.1

IL9RP2
ENST00000423948.1

breakpoint1
chr10:283272

breakpoint2
chr10:85697

0

4858

C
ov

er
ag

e

39 38 37 36 35 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 7 6 5 4 3 2 1

37363534333231302928272625242322212019181716151413121110987654321 765432

3 kbp
introns not to scale

IL9RP2

DIP2C

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

DIP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 4



chromosome 10

p15.3

chromosome 10

p15.3

DIP2C
ENST00000634311.1

IL9RP2
ENST00000423948.1

breakpoint1
chr10:283272

breakpoint2
chr10:84717

0

4858

C
ov

er
ag

e

39 38 37 36 35 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 7 6 5 4 3 2 1

37363534333231302928272625242322212019181716151413121110987654321 7654

3 kbp
introns not to scale

IL9RP2

DIP2C

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

DIP2C

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 4



chromosome 17

p13.1

chromosome 22

q13.31

PER1
ENST00000354903.9

CELSR1
ENST00000674500.2

breakpoint1
chr17:8156307

breakpoint2
chr22:46464345

0

7826

C
ov

er
ag

e

18 17 16 151413121110 9 8 7 6 5 4 3 2 1 35 34 33 3231302928272625 24 23 22 21 20 19 18 171615 1413 1211 10 9 8 7 6 5 4 3 2 1

1 353433323130292827262524232221201918171615141312111098765432

5 kbp
introns not to scale

P
E

R
1

CELSR1

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

PER1 CELSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Laminin EGF domain

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

ARHGDIA
ENST00000584461.5

FAAP100
ENST00000327787.13

breakpoint1
chr17:81868989

breakpoint2
chr17:81541395

0

17135

C
ov

er
ag

e

7 6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

654321 98

1 kbp
introns not to scale

FA
A

P
10

0
A

R
H

G
D

IA

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

ARHGDIA FAAP100

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

ARHGDIA
ENST00000269321.12

FAAP100
ENST00000327787.13

breakpoint1
chr17:81868499

breakpoint2
chr17:81541395

0

17135

C
ov

er
ag

e

6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

654321 98

2 kbp
introns not to scale

FA
A

P
10

0
A

R
H

G
D

IA

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

ARHGDIA FAAP100

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

ARHGDIA
ENST00000583868.5

FAAP100
ENST00000327787.13

breakpoint1
chr17:81869056

breakpoint2
chr17:81541395

0

17135

C
ov

er
ag

e

7 6 5 4 3 2 1 9 8 7 6 5 4 3 2 1

654321 98

1 kbp
introns not to scale

FA
A

P
10

0
A

R
H

G
D

IA

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

ARHGDIA FAAP100

RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 1

p36.13

chromosome 1

p13.1

OTUD3
ENST00000375120.4

TTF2
ENST00000369466.9

breakpoint1
chr1:19904987

breakpoint2
chr1:117062387

0

2112

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9 10 11 12 13 14 1516 17 18 19 20 2122 23

1 2 3 4 5 63 4 5 6 7 8 9 10 11 12 13 14 1516 17 18 19 20 2122 23

4 kbp
introns not to scale

OTUD3

TTF2

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

OTUD3 TTF2

RETAINED PROTEIN DOMAINS
reading frame unclear

OTU−like cysteine protease

Helicase conserved C−terminal domain

SNF2−related domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1



chromosome 1

q25.2

chromosome 1

q25.1

COP1
ENST00000367669.8

TNR
ENST00000263525.6

breakpoint1
chr1:176206572

breakpoint2
chr1:175528369

0

7281

C
ov

er
ag

e

20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 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 2423222120191817161514131211109876543

3 kbp
introns not to scale

TNRCOP1

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

COP1 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0



chromosome 17

p13.1

chromosome 12

q23.2

CTC1
ENST00000651323.1

MYBPC1
ENST00000361685.6

breakpoint1
chr17:8242985

breakpoint2
chr12:101614496

0

1125

C
ov

er
ag

e

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 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

21 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

4 kbp
introns not to scale

M
YBPC

1

C
T

C
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

CTC1 MYBPC1

RETAINED PROTEIN DOMAINS
reading frame unclear

CST, telomere maintenance, complex subunit CTC1

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0



chromosome 17

p13.1

chromosome 12

q23.2

CTC1
ENST00000651323.1

MYBPC1
ENST00000361685.6

breakpoint1
chr17:8242985

breakpoint2
chr12:101617202

0

1125

C
ov

er
ag

e

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 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

21 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

4 kbp
introns not to scale

M
YBPC

1

C
T

C
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

CTC1 MYBPC1

RETAINED PROTEIN DOMAINS
reading frame unclear

CST, telomere maintenance, complex subunit CTC1

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

p13

chromosome X

p21.1

LDLRAD3
ENST00000315571.6

DMD−AS3
ENST00000439592.1

breakpoint1
chr11:36098461

breakpoint2
chrX:32756158

0

2030

C
ov

er
ag

e

1 2 3 4 5 6 1 2

1 2 3 4 2

1 kbp
introns not to scale

LDLRAD3

DMD−AS3

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

LDLRAD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0



chromosome 19

q12

chromosome 19

q13.12

ZNF536
ENST00000585628.5

COX7A1
ENST00000292907.8

breakpoint1
chr19:30352484

breakpoint2
chr19:36151755

0

5312

C
ov

er
ag

e

1 2 3 4 5 6 4 3 2 1

1 2 3 432

1 kbp
introns not to scale

ZN
F5

36
COX7A

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

COX7A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VII

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0



chromosome 19

q12

chromosome 19

q13.12

ZNF536
ENST00000585628.5

COX7A1
ENST00000292907.8

breakpoint1
chr19:30284141

breakpoint2
chr19:36151755

0

5312

C
ov

er
ag

e

1 2 3 4 5 6 4 3 2 1

1 2 432

1 kbp
introns not to scale

ZN
F5

36
COX7A

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

COX7A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VII

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 19

q12

chromosome 19

q13.12

ZNF536
ENST00000590564.5

COX7A1
ENST00000292907.8

breakpoint1
chr19:30296243

breakpoint2
chr19:36151755

0

5312

C
ov

er
ag

e

1 2 3 4 4 3 2 1

1 2 3 432

500 bp
introns not to scale

ZN
F5

36
COX7A

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

COX7A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VII

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 22

q11.23

chromosome 22

q12.1

CRYBB2P1
ENST00000382734.9

MYO18B
ENST00000536101.5

breakpoint1
chr22:25459515

breakpoint2
chr22:25760984

0

2610

C
ov

er
ag

e

1 2 3 4 5 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 32 33 34 35 36 37 38 39 40 41 42 43

1 2 3 42 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 32 33 34 35 36 37 38 39 40 41 42 43

4 kbp
introns not to scale

CRYBB2P1

MYO18B

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

MYO18B

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 22

q11.23

chromosome 22

q12.1

CRYBB2P1
ENST00000382734.9

MYO18B
ENST00000536101.5

breakpoint1
chr22:25459515

breakpoint2
chr22:25763231

0

2610

C
ov

er
ag

e

1 2 3 4 5 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 32 33 34 35 36 37 38 39 40 41 42 43

1 2 3 43 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 32 33 34 35 36 37 38 39 40 41 42 43

4 kbp
introns not to scale

CRYBB2P1

MYO18B

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

MYO18B

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 22

q11.23

chromosome 22

q12.1

CRYBB2P1
ENST00000382734.9

MYO18B
ENST00000536101.5

breakpoint1
chr22:25459515

breakpoint2
chr22:25768115

0

2610

C
ov

er
ag

e

1 2 3 4 5 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 32 33 34 35 36 37 38 39 40 41 42 43

1 2 3 4 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 32 33 34 35 36 37 38 39 40 41 42 43

4 kbp
introns not to scale

CRYBB2P1

MYO18B

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

MYO18B

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q13.4

FAM86C1P
ENST00000675931.1

RNF121
ENST00000361756.8

breakpoint1
chr11:71796166

breakpoint2
chr11:71957227

0

3293

C
ov

er
ag

e

1 2 3 4 5 6 7 8 1 2 3 4 5 6 7 8 9

1 2 3 4 5 6 7 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

FAM86C1P

RNF121

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

RNF121

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q13.4

FAM86C1P
ENST00000528685.1

RNF121
ENST00000361756.8

breakpoint1
chr11:71796308

breakpoint2
chr11:71957227

0

3293

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7 8 9

1 2 3 2 3 4 5 6 7 8 9

1 kbp
introns not to scale

FAM86C1P

RNF121

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

RNF121

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 2

p16.1

chromosome 2

p15

REL
ENST00000295025.12

AHSA2P
ENST00000357022.6

breakpoint1
chr2:60881850

breakpoint2
chr2:61178981

0

1551

C
ov

er
ag

e

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

1 2 3 4 5 6 7

3 kbp
introns not to scale

RELAHSA2P

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1



chromosome 2

p16.1

chromosome 2

p15

REL
ENST00000295025.12

AHSA2P
ENST00000463681.1

breakpoint1
chr2:60881850

breakpoint2
chr2:61178986

0

1551

C
ov

er
ag

e

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

1 2 3

3 kbp
introns not to scale

RELAHSA2P

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 7

q36.1

chromosome 7

q36.1

AC092666.2
ENST00000613287.1

ACTR3B
ENST00000256001.13

breakpoint1
chr7:150047609

breakpoint2
chr7:152783187

0

2336

C
ov

er
ag

e

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

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

900 bp
introns not to scale

AC092666.2ACTR3B

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

ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 7

q36.1

chromosome 7

q36.2

AC092666.2
ENST00000613287.1

ACTR3B
ENST00000256001.13

breakpoint1
chr7:150047609

breakpoint2
chr7:152801621

0

2336

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12

900 bp
introns not to scale

AC092666.2ACTR3B

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

ACTR3B

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0



chromosome 9

q34.3

chromosome 9

q34.3

NELFB
ENST00000343053.6

EHMT1
ENST00000460843.6

breakpoint1
chr9:137257054

breakpoint2
chr9:137710967

0

8986

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 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27

1 2 3 4 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

3 kbp
introns not to scale

NELFB

EHMT1

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

NELFB EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cofactor of BRCA1 (COBRA1)

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 9

q34.3

chromosome 9

q34.3

NELFB
ENST00000343053.6

EHMT1
ENST00000460843.6

breakpoint1
chr9:137257054

breakpoint2
chr9:137716626

0

8986

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 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27

1 2 3 4 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

3 kbp
introns not to scale

NELFB

EHMT1

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

NELFB EHMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cofactor of BRCA1 (COBRA1)

SET domain

Pre−SET motif

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 22

q12.2

chromosome 1

p22.2

OSBP2
ENST00000446658.6

LRRC8C
ENST00000370454.9

breakpoint1
chr22:30695553

breakpoint2
chr1:89712709

0

1307

C
ov

er
ag

e

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

1 3

3 kbp
introns not to scale

LRRC8C

OSBP2

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

OSBP2 LRRC8C

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 22

q12.2

chromosome 1

p22.2

OSBP2
ENST00000438716.3

LRRC8C
ENST00000370454.9

breakpoint1
chr22:30694344

breakpoint2
chr1:89712709

0

1307

C
ov

er
ag

e

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

1 2 3

3 kbp
introns not to scale

LRRC8C

OSBP2

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

OSBP2 LRRC8C

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q23.1

chromosome 8

q22.3

ZFPM2
ENST00000407775.7

DPYS
ENST00000351513.7

breakpoint1
chr8:105444381

breakpoint2
chr8:104451404

0

2688

C
ov

er
ag

e

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

1 2 3 1098765432

2 kbp
introns not to scale

DPYS
ZFPM2 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

ZFPM2 DPYS

RETAINED PROTEIN DOMAINS
reading frame unclear

Amidohydrolase family

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 8

q23.1

chromosome 8

q22.3

ZFPM2
ENST00000407775.7

DPYS
ENST00000351513.7

breakpoint1
chr8:105444381

breakpoint2
chr8:104447503

0

2688

C
ov

er
ag

e

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

1 2 3 109876543

2 kbp
introns not to scale

DPYS
ZFPM2 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

ZFPM2 DPYS

RETAINED PROTEIN DOMAINS
reading frame unclear

Amidohydrolase family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3

q13.33

chromosome 3

q13.12

IQCB1
ENST00000310864.11

LINC00882
ENST00000668075.1

breakpoint1
chr3:121781743

breakpoint2
chr3:106557391

0

1263

C
ov

er
ag

e

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

13121110987654321 321

1 kbp
introns not to scale

LIN
C

00882

IQ
C

B
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

IQCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 3

q13.33

chromosome 3

q13.12

IQCB1
ENST00000310864.11

LINC00882
ENST00000668075.1

breakpoint1
chr3:121781743

breakpoint2
chr3:106500813

0

1263

C
ov

er
ag

e

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

13121110987654321 32

1 kbp
introns not to scale

LIN
C

00882

IQ
C

B
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

IQCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

q24.1

chromosome 17

q11.2

CEP112
ENST00000535342.7

UTP6
ENST00000261708.9

breakpoint1
chr17:66053736

breakpoint2
chr17:31899730

0

5004

C
ov

er
ag

e

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

121110987654321 1918171615141312111098765432

3 kbp
introns not to scale

U
TP

6
C

E
P

11
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

CEP112 UTP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4485)

U3 small nucleolar RNA−associated protein 6

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 17

q24.1

chromosome 17

q11.2

CEP112
ENST00000535342.7

UTP6
ENST00000261708.9

breakpoint1
chr17:66062963

breakpoint2
chr17:31899730

0

5004

C
ov

er
ag

e

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

1110987654321 1918171615141312111098765432

3 kbp
introns not to scale

U
TP

6
C

E
P

11
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

CEP112 UTP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4485)

U3 small nucleolar RNA−associated protein 6

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q24.22

chromosome 8

q24.22

CCN4
ENST00000250160.11

TG
ENST00000220616.9

breakpoint1
chr8:133191213

breakpoint2
chr8:133095044

0

18340

C
ov

er
ag

e

1 2 3 4 5 1 2 3 4 5 6 7 8 9 10 11 12131415 16 17 18 19 20 21 22 232425 26 27282930 31 3233343536 37 38 3940 41 42 43 44 4546 47 48

142 43 44 4546 47 48

5 kbp
introns not to scale

TG
CCN4

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

CCN4 TG

RETAINED PROTEIN DOMAINS
reading frame unclear

Carboxylesterase family

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2



chromosome 19

q13.43

chromosome 9

q34.13

CENPBD1P1
ENST00000651608.1

NTNG2
ENST00000393229.4

breakpoint1
chr19:58575588

breakpoint2
chr9:132226849

0

265

C
ov

er
ag

e

1 2 3 1 2 3 4 5 6 7 8

1 4 5 6 7 8

3 kbp
introns not to scale

NTNG2

CENPBD1P
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

NTNG2

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

q13.2

CENPBD1P1
ENST00000651608.1

ZNF780B
ENST00000434248.6

breakpoint1
chr19:58575588

breakpoint2
chr19:40048796

0

4767

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 543

4 kbp
introns not to scale

ZN
F7

80
B

CENPBD1P
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

ZNF780B

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

q13.2

CENPBD1P1
ENST00000651608.1

ZNF780B
ENST00000434248.6

breakpoint1
chr19:58599559

breakpoint2
chr19:40048796

0

4767

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 2 3 543

4 kbp
introns not to scale

ZN
F7

80
B

CENPBD1P
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

ZNF780B

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

q13.2

CENPBD1P1
ENST00000651608.1

ZNF780B
ENST00000434248.6

breakpoint1
chr19:58582929

breakpoint2
chr19:40048796

0

4767

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 2 543

4 kbp
introns not to scale

ZN
F7

80
B

CENPBD1P
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

ZNF780B

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

q13.2

CENPBD1P1
ENST00000651608.1

ZNF780B
ENST00000434248.6

breakpoint1
chr19:58583176

breakpoint2
chr19:40048796

0

4767

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 2 543

4 kbp
introns not to scale

ZN
F7

80
B

CENPBD1P
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

ZNF780B

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 19

q13.43

chromosome 19

q13.2

CENPBD1P1
ENST00000651608.1

ZNF780B
ENST00000434248.6

breakpoint1
chr19:58583172

breakpoint2
chr19:40048796

0

4767

C
ov

er
ag

e

1 2 3 5 4 3 2 1

1 2 543

4 kbp
introns not to scale

ZN
F7

80
B

CENPBD1P
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

ZNF780B

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 14

q23.3

chromosome 14

q23.3

EIF2S1
ENST00000466499.6

GPHN
ENST00000478722.6

breakpoint1
chr14:67365008

breakpoint2
chr14:67159415

0

7834

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23

1 19 20 21 22 23

2 kbp
introns not to scale

G
P

H
N

E
IF

2S
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

EIF2S1 GPHN

RETAINED PROTEIN DOMAINS
reading frame unclear

S1 RNA binding domain

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 14

q23.3

chromosome 14

q23.3

EIF2S1
ENST00000466499.6

GPHN
ENST00000478722.6

breakpoint1
chr14:67365008

breakpoint2
chr14:67165162

0

7834

C
ov

er
ag

e

1 2 3 4 5 6 7 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23

1 20 21 22 23

2 kbp
introns not to scale

G
P

H
N

E
IF

2S
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

EIF2S1 GPHN

RETAINED PROTEIN DOMAINS
reading frame unclear

S1 RNA binding domain

MoeA C−terminal region (domain IV)

Probable molybdopterin binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PHTF2
ENST00000422959.6

PTPN12
ENST00000248594.11

breakpoint1
chr7:77840300

breakpoint2
chr7:77610765

0

6755

C
ov

er
ag

e

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 11 12 13 14 15 16 17 18

1 210 11 12 13 14 15 16 17 18

3 kbp
introns not to scale

PTPN12PHTF2

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

PHTF2 PTPN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain containing protein PHTF1/2, N−terminal

Protein−tyrosine phosphatase

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 3

q26.31

chromosome 3

q26.31

TNIK
ENST00000284483.12

NAALADL2
ENST00000454872.6

breakpoint1
chr3:171369620

breakpoint2
chr3:175737306

0

4256

C
ov

er
ag

e

3231 30 29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 1413 12 11 10 9 8 7 6 5 4 3 2 1 1 2 3 4 5 6 7 8 9 10 1112 13 14

21 12 13 14

5 kbp
introns not to scale

T
N

IK

N
A

A
LA

D
L2

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

TNIK NAALADL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 14

q23.2

chromosome 14

q23.1

HIF1A
ENST00000394997.5

PRKCH
ENST00000332981.10

breakpoint1
chr14:61695839

breakpoint2
chr14:61485502

0

12231

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 10 11 12 13 14

1 10 11 12 13 14

3 kbp
introns not to scale

P
R

K
C

H
H

IF
1A

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

HIF1A PRKCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1



chromosome 14

q23.2

chromosome 14

q23.1

HIF1A
ENST00000394997.5

PRKCH
ENST00000332981.10

breakpoint1
chr14:61695839

breakpoint2
chr14:61529075

0

12231

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 10 11 12 13 14

1 11 12 13 14

3 kbp
introns not to scale

P
R

K
C

H
H

IF
1A

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

HIF1A PRKCH

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 11

p12

chromosome 3

q24

TTC17
ENST00000039989.9

SLC9A9
ENST00000316549.11

breakpoint1
chr11:43391952

breakpoint2
chr3:143578723

0

5729

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

1 2 3 4 5 16151413121110987

3 kbp
introns not to scale

TTC17

S
LC

9A
9

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

TTC17 SLC9A9

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1



chromosome 3

q26.2

chromosome 3

q26.2

MECOM
ENST00000494292.6

PHC3
ENST00000494943.5

breakpoint1
chr3:169663336

breakpoint2
chr3:170149244

0

9149

C
ov

er
ag

e

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 15141312111098765

3 kbp
introns not to scale

M
E

C
O

M

P
H

C
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

MECOM PHC3

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)
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FGGY family of carbohydrate kinases, N−terminal domain
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