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SUPPORTING READ COUNT

Split reads = 488
Discordant mates = 30
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Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 479
Discordant mates = 7
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Guanylate kinase

SUPPORTING READ COUNT

Split reads = 411
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 265
Discordant mates = 24
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 8
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reading frame unclear

Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 8
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Cyclic nucleotide−binding domain
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Split reads = 1
Discordant mates = 2



chromosome 5

q31.3

chromosome 5

q31.3

PCDHGB2
ENST00000622527.1

PCDHGA10
ENST00000398610.2

breakpoint1
chr5:141362556

breakpoint2
chr5:141494807

0

11759

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

2 kbp
introns not to scale

P
C

D
H

G
B

2

P
C

D
H

G
A

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

PCDHGB2 PCDHGA10

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT
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Discordant mates = 6
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SUPPORTING READ COUNT

Split reads = 243
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Split reads = 243
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AMP−binding enzyme C−terminal domain

AMP−binding enzyme
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 216
Discordant mates = 4
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No protein domains retained in fusion.
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No coding regions retained in fusion transcript.
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Split reads = 186
Discordant mates = 0
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JNK_SAPK−associated protein−1

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 182
Discordant mates = 6
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 177
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 5
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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C2 domain

SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 2
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Glycerophosphoryl diester phosphodiesterase family

SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 4
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PBC domain
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Split reads = 162
Discordant mates = 4
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No coding regions retained in fusion transcript.
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Split reads = 1
Discordant mates = 5
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PBC domain
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Split reads = 2
Discordant mates = 0



chromosome 1

q23.3

chromosome 4

q28.3

PBX1
ENST00000560641.5

SLC7A11−AS1
ENST00000514752.1

breakpoint1
chr1:164626096

breakpoint2
chr4:138168717

0

27741

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2

1 2

1 kbp
introns not to scale

S
LC

7A
11

−
A

S
1

PBX1

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 coding regions retained in fusion transcript.
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Split reads = 1
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Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 147
Discordant mates = 2
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Susceptibility to monomelic amyotrophy

SUPPORTING READ COUNT
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

Susceptibility to monomelic amyotrophy

SUPPORTING READ COUNT

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

Collagen triple helix repeat (20 copies)

von Willebrand factor type A domain

Fibronectin type III domain

von Willebrand factor type A domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 137
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

von Willebrand factor type A domain

Fibronectin type III domain

von Willebrand factor type A domain

SUPPORTING READ COUNT

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

PBC domain

Homeodomain

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 3
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reading frame unclear

PBC domain

Homeodomain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 134
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MSI2 NOS1AP

RETAINED PROTEIN DOMAINS
reading frame unclear

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

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Plexin repeat

Lectin C−type domain

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 2
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ACOX1 SRP68

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−coenzyme A oxidase N−terminal

Acyl−CoA dehydrogenase, middle domain

RNA−binding signal recognition particle 68

SUPPORTING READ COUNT

Split reads = 103
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−coenzyme A oxidase N−terminal

Acyl−CoA dehydrogenase, middle domain

RNA−binding signal recognition particle 68

SUPPORTING READ COUNT

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

LRRC37A/B like protein 1 C−terminal domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 0
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MED1 SKAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator of RNA polymerase II transcription subunit 1

SH3 domain

PH domain

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 84
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 = 29
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 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 = 9
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 = 6
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 = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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F11R NOS1AP

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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reading frame unclear

JNK_SAPK−associated protein−1

JNK−interacting protein leucine zipper II

WD40 repeated domain

SNARE associated Golgi protein

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2
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Sodium / potassium ATPase beta chain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0



chromosome 1

q24.2

chromosome 1

q24.2

ATP1B1
ENST00000367815.9

C1orf112
ENST00000359326.9

breakpoint1
chr1:169106926

breakpoint2
chr1:169802621

0

50026

C
ov

er
ag

e

1 2 3 4 5 6 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

1 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25

2 kbp
introns not to scale

ATP1B1C1orf112

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

ATP1B1 C1orf112

RETAINED PROTEIN DOMAINS
reading frame unclear

Sodium / potassium ATPase beta chain

Domain of unknown function (DUF4487)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Sodium / potassium ATPase beta chain

Domain of unknown function (DUF4487)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Sodium / potassium ATPase beta chain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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pfkB family carbohydrate kinase

Death domain

UPA domain

ZU5 domain

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 2
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3

q26.2

chromosome 21

p11.2

MYNN
ENST00000356716.8

CR381670.2
ENST00000651312.1

breakpoint1
chr3:169782643

breakpoint2
chr21:8807125

0

3393

C
ov

er
ag

e

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

1 2 3 4 5 6 32

1 kbp
introns not to scale

M
Y

N
N

CR381670.2

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

MYNN

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 18

q21.31

chromosome 10

q22.3

LINC−ROR
ENST00000644118.1

LRMDA
ENST00000611255.5

breakpoint1
chr18:57069810

breakpoint2
chr10:76324401

0

1120

C
ov

er
ag

e

3 2 1 1 2 3 4 5 6 7

1 6 7

1 kbp
introns not to scale

LRMDA

LI
N

C
−R

O
R

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
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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM central domain

MyTH4 domain

Variant SH3 domain

MyTH4 domain

IQ calmodulin−binding motif

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 3
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Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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reading frame unclear

Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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Protein phosphatase inhibitor 1/DARPP−32

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Protein phosphatase inhibitor 1/DARPP−32
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Split reads = 1
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 79, N−terminal domain 

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Glycosyl hydrolase family 79, N−terminal domain 
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Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.
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Split reads = 28
Discordant mates = 0
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No coding regions retained in fusion transcript.
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SNARE associated Golgi protein
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Split reads = 22
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Leucine Rich repeat

Mitochondrial ribosomal protein S23
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Putative adherens−junction anchoring region of AbLIM
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Protein kinase domain
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7 transmembrane receptor (rhodopsin family)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 17

q21.31

chromosome 17

q12

NBR2
ENST00000460115.5

IKZF3
ENST00000535189.5

breakpoint1
chr17:43131270

breakpoint2
chr17:39792933

0

10863

C
ov

er
ag

e

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

1 2 76543

1 kbp
introns not to scale

IK
Z

F
3

N
B

R
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

IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetraspanin family

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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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 = 13
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

ENTH domain

Immunoglobulin domain

Kazal−type serine protease inhibitor domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF3689) 

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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MAP2K6 AFG3L2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

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

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

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

BTB/POZ domain

BTB And C−terminal Kelch

Kelch motif

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0



chromosome 3

q26.2

chromosome 3

q25.32

MECOM
ENST00000494292.6

AC106707.1
ENST00000667491.1

breakpoint1
chr3:169663336

breakpoint2
chr3:158568056

0

436

C
ov

er
ag

e

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

1 432

2 kbp
introns not to scale

A
C

106707.1

M
E

C
O

M

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 = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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MAP3K3

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

PB1 domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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USP34 EHBP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Bivalent Mical/EHBP Rab binding domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


