
chromosome 1

q21.1

chromosome 17

q21.1

NBPF10
ENST00000612520.2

NR1D1
ENST00000246672.4

breakpoint1
chr1:146189300

breakpoint2
chr17:40100266

0

64025

C
ov

er
ag

e

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

21 87654321

2 kbp
introns not to scale

NBPF10

N
R

1D
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

NR1D1

RETAINED PROTEIN DOMAINS
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Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)
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Split reads = 477
Discordant mates = 23
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Discordant mates = 1
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Split reads = 111
Discordant mates = 0
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Split reads = 94
Discordant mates = 3
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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SUPPORTING READ COUNT
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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 = 76
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
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 = 7
Discordant mates = 0
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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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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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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Short myomegalin−like EB1 binding proteins, N−terminal domain

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 1
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reading frame unclear

FYVE zinc finger

PH domain

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
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 = 73
Discordant mates = 1
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T−complex protein 11

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 2
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T−complex protein 11

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 2
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T−complex protein 11

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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T−complex protein 11

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

AN1−like Zinc finger

SUPPORTING READ COUNT

Split reads = 62
Discordant mates = 0
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Zn−finger in ubiquitin−hydrolases and other protein
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AN1−like Zinc finger

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

AN1−like Zinc finger

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Snare region anchored in the vesicle membrane C−terminus

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0



chromosome 10

q26.13

chromosome 8

q22.2

ATE1
ENST00000369043.8

STK3
ENST00000523601.5

breakpoint1
chr10:121790169

breakpoint2
chr8:98883834

0

5765

C
ov

er
ag

e

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

1110987654321 131211109876543

3 kbp
introns not to scale

STK3

ATE1

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

ATE1 STK3

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine−tRNA−protein transferase, N terminus

Arginine−tRNA−protein transferase, C terminus

C terminal SARAH domain of Mst1

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 59
Discordant mates = 2
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Arginine−tRNA−protein transferase, N terminus

Arginine−tRNA−protein transferase, C terminus

C terminal SARAH domain of Mst1

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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reading frame unclear

JAB1/Mov34/MPN/PAD−1 ubiquitin protease

Cation efflux family

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 4
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SUPPORTING READ COUNT
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IL17RE GPR89A

RETAINED PROTEIN DOMAINS
reading frame unclear

Interleukin−17 receptor extracellular region

Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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reading frame unclear

Interleukin−17 receptor extracellular region

Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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reading frame unclear

Interleukin−17 receptor extracellular region

Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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reading frame unclear

Interleukin−17 receptor extracellular region

Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal

SUPPORTING READ COUNT

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

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

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

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

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

SUPPORTING READ COUNT

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

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RAD18 SLC39A11

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C3HC4 type (RING finger)

SAP domain

ZIP Zinc transporter

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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ATG7 IQSEC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−like modifier−activating enzyme ATG7 N−terminus

ThiF family

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−like modifier−activating enzyme ATG7 N−terminus

ThiF family

PH domain

Sec7 domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L19e

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1



chromosome 7

p22.1

chromosome 7

p14.1

RNF216
ENST00000389902.8

RALA
ENST00000005257.7

breakpoint1
chr7:5711761

breakpoint2
chr7:39686631

0

5092

C
ov

er
ag

e

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

13121110987654321 2 3 4 5

3 kbp
introns not to scale

RNF216RALA

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

RNF216 RALA

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

SUPPORTING READ COUNT

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

Phosducin

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RNGTT MAP3K7

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

mRNA capping enzyme, catalytic domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

mRNA capping enzyme, catalytic domain

Protein kinase domain

SUPPORTING READ COUNT

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

WWE domain

SAM domain (Sterile alpha motif)

DDHD domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Ankyrin repeats (many copies)

Ankyrin repeats (3 copies)

Mature oligodendrocyte transmembrane protein, TMEM132D, C−term

Transmembrane protein family 132

Mature oligodendrocyte transmembrane protein, TMEM132D, N−term

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Brix domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2
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Split reads = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Interleukin−17 receptor extracellular region

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT

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

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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reading frame unclear

WD domain, G−beta repeat
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Split reads = 4
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