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Split reads = 123
Discordant mates = 6



chromosome 6

q14.3

chromosome 6

q14.3

SYNCRIP
ENST00000444272.2

SNX14
ENST00000369627.6

breakpoint1
chr6:85612832

breakpoint2
chr6:85574378

0

34902

C
ov

er
ag

e

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

121110987654321 2827262524232221201918171615141312111098765432

2 kbp
introns not to scale

SN
X1

4

SYNCRIP

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

SYNCRIP SNX14

RETAINED PROTEIN DOMAINS
reading frame unclear

Heterogeneous nuclear ribonucleoprotein Q acidic domain

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

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain

SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT
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Centromere protein M (CENP−M)

SH3 domain

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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Peroxin−3
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SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 2
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Ciliary basal body−associated, B9 protein

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 11
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Ciliary basal body−associated, B9 protein
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT
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reading frame unclear

E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 9
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E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 3
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E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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E3 ubiquitin−protein ligase Arkadia N−terminus

GREB1 N−terminal region
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reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT
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reading frame unclear

Fanconi anaemia group A protein

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Fanconi anaemia group A protein

SUPPORTING READ COUNT
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reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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reading frame unclear

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0



chromosome 11

q13.5

chromosome 9

p21.1

THAP12
ENST00000260045.8

ACO1
ENST00000379923.5

breakpoint1
chr11:76380748

breakpoint2
chr9:32386371

0

5743

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

ACO1

THAP12

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

THAP12 ACO1

RETAINED PROTEIN DOMAINS
reading frame unclear

THAP domain

Aconitase C−terminal domain

Aconitase family (aconitate hydratase)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 19

q13.31

chromosome 11

q14.1

ZNF227
ENST00000313040.12

GAB2
ENST00000361507.5

breakpoint1
chr19:44213244

breakpoint2
chr11:78280901

0

2020

C
ov

er
ag

e

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

1 2 1098765432

2 kbp
introns not to scale

GAB2

ZN
F2

27

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 4



chromosome 19

q13.31

chromosome 11

q14.1

ZNF227
ENST00000313040.12

GAB2
ENST00000530915.1

breakpoint1
chr19:44213244

breakpoint2
chr11:78364103

0

2020

C
ov

er
ag

e

1 2 3 4 5 6 4 3 2 1

1 2 432

1 kbp
introns not to scale

GAB2

ZN
F2

27

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 4



chromosome 19

q13.31

chromosome 11

q14.1

ZNF227
ENST00000590871.1

GAB2
ENST00000361507.5

breakpoint1
chr19:44207883

breakpoint2
chr11:78280901

0

2020

C
ov

er
ag

e

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

1 1098765432

2 kbp
introns not to scale

GAB2

ZN
F2

27

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

GAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15607313

breakpoint2
chr2:14890795

0

99096

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 25 26 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 32

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 12



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15607313

breakpoint2
chr2:14890653

0

99096

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 25 26 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 32

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 4



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15607313

breakpoint2
chr2:14890650

0

99096

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 25 26 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 32

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 3



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15607313

breakpoint2
chr2:14886754

0

99096

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 25 26 3 2 1

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

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1



chromosome 2

p24.3

chromosome 2

p24.3

DDX1
ENST00000233084.8

AC068286.1
ENST00000416173.1

breakpoint1
chr2:15606264

breakpoint2
chr2:14886754

0

99096

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 25 26 3 2 1

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

2 kbp
introns not to scale

AC068286.1
DDX1

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

DDX1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

SPRY domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 14

q21.1

chromosome 14

q21.1

MIPOL1
ENST00000537471.5

TTC6
ENST00000553443.5

breakpoint1
chr14:37422949

breakpoint2
chr14:37680151

0

1943

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 1819 20 21 22 23 24 25 26 27 28 29 30 31

1 2 3 4 5 6 7 8 9 10 112 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 1819 20 21 22 23 24 25 26 27 28 29 30 31

4 kbp
introns not to scale

M
IP

O
L1

T
T

C
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

MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1



chromosome 14

q21.1

chromosome 14

q21.1

MIPOL1
ENST00000537471.5

TTC6
ENST00000533625.5

breakpoint1
chr14:37500138

breakpoint2
chr14:37622050

0

1943

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

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

3 kbp
introns not to scale

M
IP

O
L1

T
T

C
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 14

q21.1

chromosome 14

q21.1

MIPOL1
ENST00000537471.5

TTC6
ENST00000553443.5

breakpoint1
chr14:37500138

breakpoint2
chr14:37680151

0

1943

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 1819 20 21 22 23 24 25 26 27 28 29 30 31

1 2 3 4 5 6 7 8 9 10 11 122 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 1819 20 21 22 23 24 25 26 27 28 29 30 31

4 kbp
introns not to scale

M
IP

O
L1

T
T

C
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

MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 14

q13.3

chromosome 14

q21.1

MIPOL1
ENST00000396294.6

TTC6
ENST00000533625.5

breakpoint1
chr14:37198104

breakpoint2
chr14:37622050

0

1943

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 17 18 19

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

3 kbp
introns not to scale

M
IP

O
L1

T
T

C
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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q13.4

chromosome 11

q13.2

ATG16L2
ENST00000321297.10

C11orf80
ENST00000525908.6

breakpoint1
chr11:72828508

breakpoint2
chr11:66821643

0

3671

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

1 2 3 4 5 6 7 8 9 10 11 12 13 14 1512 13 14 15 16 17

2 kbp
introns not to scale

C11orf80

ATG16L2

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

ATG16L2 C11orf80

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 16

q24.3

chromosome 16

q24.3

FANCA
ENST00000389301.8

CDK10
ENST00000353379.12

breakpoint1
chr16:89758577

breakpoint2
chr16:89689252

0

8458

C
ov

er
ag

e

43 42 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 5 6 7 8 9 10 11 12 13

302928272625242322212019181716151413121110987654321 2 3 4 5 6 7 8 9 10 11 12 13

4 kbp
introns not to scale

C
D

K
10

FA
N

C
A

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

FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1



chromosome 16

q24.3

chromosome 16

q24.3

FANCA
ENST00000389301.8

CDK10
ENST00000353379.12

breakpoint1
chr16:89758577

breakpoint2
chr16:89690553

0

8458

C
ov

er
ag

e

43 42 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 5 6 7 8 9 10 11 12 13

302928272625242322212019181716151413121110987654321 3 4 5 6 7 8 9 10 11 12 13

4 kbp
introns not to scale

C
D

K
10

FA
N

C
A

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

FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1



chromosome 16

q24.3

chromosome 16

q24.3

FANCA
ENST00000389301.8

CDK10
ENST00000353379.12

breakpoint1
chr16:89761949

breakpoint2
chr16:89690553

0

8458

C
ov

er
ag

e

43 42 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 5 6 7 8 9 10 11 12 13

2928272625242322212019181716151413121110987654321 3 4 5 6 7 8 9 10 11 12 13

4 kbp
introns not to scale

C
D

K
10

FA
N

C
A

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

FANCA CDK10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fanconi anaemia group A protein N terminus

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 15

q15.1

chromosome 15

q12

MGA
ENST00000219905.11

GABRB3
ENST00000311550.10

breakpoint1
chr15:41713496

breakpoint2
chr15:26621534

0

12701

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 181920 21 22 23 24 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 987654

5 kbp
introns not to scale

G
A

B
R

B
3 M

G
A

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

MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1



chromosome 15

q15.1

chromosome 15

q12

MGA
ENST00000219905.11

GABRB3
ENST00000622697.4

breakpoint1
chr15:41713496

breakpoint2
chr15:26642528

0

12701

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 181920 21 22 23 24 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10987654

5 kbp
introns not to scale

G
A

B
R

B
3 M

G
A

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

MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 15

q15.1

chromosome 15

q12

MGA
ENST00000219905.11

GABRB3
ENST00000556166.2

breakpoint1
chr15:41713496

breakpoint2
chr15:26625534

0

12701

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 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 765432

4 kbp
introns not to scale

G
A

B
R

B
3 M

G
A

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

MGA

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 15

q15.1

chromosome 15

q12

MGA
ENST00000219905.11

GABRB3
ENST00000311550.10

breakpoint1
chr15:41713496

breakpoint2
chr15:26567733

0

12701

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 181920 21 22 23 24 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 987

5 kbp
introns not to scale

G
A

B
R

B
3 M

G
A

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

MGA GABRB3

RETAINED PROTEIN DOMAINS
reading frame unclear

T−box

MGA, conserved domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

q23.1

chromosome 5

q22.3

COMMD10
ENST00000274458.9

AP3S1
ENST00000316788.12

breakpoint1
chr5:116092700

breakpoint2
chr5:115895087

0

8839

C
ov

er
ag

e

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

1 2 3 4 4 5 6

1 kbp
introns not to scale

A
P

3S
1

C
O

M
M

D
10

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

COMMD10 AP3S1

RETAINED PROTEIN DOMAINS
reading frame unclear

COMM domain

Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1



chromosome 5

q35.1

NPM1
ENST00000296930.10

MT−RNR2
ENST00000387347.2

breakpoint1
chr5:171391799

breakpoint2
chrM:1959

0

434500

C
ov

er
ag

e

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

1 2 3 4 1

1 kbp
introns not to scale

NPM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoplasmin/nucleophosmin domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 11

p11.2

chromosome 11

p11.2

MDK
ENST00000405308.6

CREB3L1
ENST00000621158.5

breakpoint1
chr11:46381183

breakpoint2
chr11:46309989

0

35396

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12

1 kbp
introns not to scale

CREB3L1

MDK

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

CREB3L1

RETAINED PROTEIN DOMAINS
reading frame unclear

bZIP transcription factor

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 11

p11.2

chromosome 11

p11.2

MDK
ENST00000359803.7

CREB3L1
ENST00000621158.5

breakpoint1
chr11:46381288

breakpoint2
chr11:46309989

0

35396

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12

1 kbp
introns not to scale

CREB3L1

MDK

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

CREB3L1

RETAINED PROTEIN DOMAINS
reading frame unclear

bZIP transcription factor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 11

p11.2

chromosome 11

p11.2

MDK
ENST00000441869.5

CREB3L1
ENST00000621158.5

breakpoint1
chr11:46381328

breakpoint2
chr11:46309989

0

35396

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12

1 kbp
introns not to scale

CREB3L1

MDK

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

CREB3L1

RETAINED PROTEIN DOMAINS
reading frame unclear

bZIP transcription factor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 1

q25.1

chromosome 1

q25.1

MRPS14
ENST00000476371.1

TNR
ENST00000263525.6

breakpoint1
chr1:175023364

breakpoint2
chr1:175406777

0

4750

C
ov

er
ag

e

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 242322212019181716151413121110987654

2 kbp
introns not to scale

MRPS14TNR

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

MRPS14 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 1

q25.1

chromosome 1

q25.1

MRPS14
ENST00000367677.3

TNR
ENST00000263525.6

breakpoint1
chr1:175023272

breakpoint2
chr1:175406777

0

4750

C
ov

er
ag

e

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 242322212019181716151413121110987654

2 kbp
introns not to scale

MRPS14TNR

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

MRPS14 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 22

q11.21

chromosome 22

q13.2

BCL2L13
ENST00000317582.10

EP300
ENST00000263253.9

breakpoint1
chr22:17696210

breakpoint2
chr22:41129890

0

5727

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 1920212223 24 25 26 27 28 29 30 31

1 2 3 4 55 6 7 8 9 10 11 12 13 14 15 16 17 18 1920212223 24 25 26 27 28 29 30 31

4 kbp
introns not to scale

BCL2L13

EP300

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

BCL2L13 EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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BCL2L13 EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Apoptosis regulator proteins, Bcl−2 family

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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BCL2L13 EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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BCL2L13 EP300

RETAINED PROTEIN DOMAINS
reading frame unclear

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SOGA3 KIAA0408

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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ENST00000371191.5

AC097374.1
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breakpoint1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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WWP2 STARD9

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

FHA domain

Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q21.33

chromosome 17

q21.33

SPAG9
ENST00000357122.8

MBTD1
ENST00000586178.6

breakpoint1
chr17:51120354

breakpoint2
chr17:51202077

0

11323

C
ov

er
ag

e

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

1 17161514131211

4 kbp
introns not to scale

S
PA

G
9

M
B

TD
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

SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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KDM4B CYP4F22

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

JmjC domain, hydroxylase

PHD−finger

PHD−zinc−finger like domain

Jumonji domain−containing protein 2A Tudor domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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CUL4B TMEM255A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cullin family

FAM70 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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HERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

Cytochrome b5−like Heme/Steroid binding domain

Mib_herc2

Mouse development and cellular proliferation protein Cullin−7

Zinc finger, ZZ type

Anaphase−promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT−domain (ubiquitin−transferase)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


