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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 10
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RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 2
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MINDY1 THEM4

RETAINED PROTEIN DOMAINS
reading frame unclear

MINDY deubiquitinase

SUPPORTING READ COUNT

Split reads = 8
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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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine/Serine−Rich protein 1

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 0
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EPS15L1 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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EPS15L1 SLC35E1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Triose−phosphate Transporter family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 1
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GRIPAP1 PCSK1N

RETAINED PROTEIN DOMAINS
reading frame unclear

ProSAAS precursor

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 4
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PI4KB CTSS

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 3
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PI4KB CTSS

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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HERPUD1 SLC12A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 6
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HERPUD1 SLC12A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Solute carrier family 12

Amino acid permease

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ARNT PI4KB

RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

Helix−loop−helix DNA−binding domain

PAS fold

PAS domain

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 8
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NR2C2AP BORCS8

RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 2
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NR2C2AP BORCS8

RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 7
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RETAINED PROTEIN DOMAINS
reading frame unclear

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RPRD2 CTXND2

RETAINED PROTEIN DOMAINS
reading frame unclear

CID domain

Cortexin of kidney

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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BCAT2 PLEKHA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 2
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BCAT2 PLEKHA4

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 2



chromosome 1

p34.2

chromosome 1

p34.2

ZMPSTE24
ENST00000372759.4

RLF
ENST00000372771.5

breakpoint1
chr1:40268535

breakpoint2
chr1:40222574

0

6627

C
ov

er
ag

e

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

1 2 3 4 6 7 8

2 kbp
introns not to scale

RLF
ZMPSTE24

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

ZMPSTE24 RLF

RETAINED PROTEIN DOMAINS
reading frame unclear

CAAX prenyl protease N−terminal, five membrane helices

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 4
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MORN1 PEX10

RETAINED PROTEIN DOMAINS
reading frame unclear

MORN repeat

Prokaryotic RING finger family 4

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0



chromosome 1

q21.2

chromosome 1

q21.3

NOTCH2NLC
ENST00000650865.1

HRNR
ENST00000368801.4

breakpoint1
chr1:149390922

breakpoint2
chr1:152223278

0

22910

C
ov

er
ag

e

1 2 3 4 5 3 2 1

1 32

2 kbp
introns not to scale

NOTCH2NLCHRNR

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

NOTCH2NLC HRNR

RETAINED PROTEIN DOMAINS
reading frame unclear

S−100/ICaBP type calcium binding domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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SH3−RhoGEF linking unstructured region
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Regulatory subunit of type II PKA R−subunit
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PHD−like zinc−binding domain
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C2 domain of PTEN tumour−suppressor protein

Dual specificity phosphatase, catalytic domain
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Split reads = 26
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CCDC144C protein coiled−coil region

Ankyrin repeats (3 copies)
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Abscisic acid G−protein coupled receptor 

The Golgi pH Regulator (GPHR) Family N−terminal
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Tyrosyl−DNA phosphodiesterase
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Novel AID APOBEC clade 2

Poly(ADP−ribose) polymerase catalytic domain
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Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region
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Interferon−alpha/beta receptor, fibronectin type III

Tissue factor
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Tyrosyl−DNA phosphodiesterase

Tetratricopeptide repeat

Tetratricopeptide repeat
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Kinesin motor domain
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Protein kinase domain

Growth factor receptor domain IV

Receptor L domain
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Receptor L domain
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 16

p12.2

chromosome 16

p12.2

USP31
ENST00000219689.11

COG7
ENST00000307149.10

breakpoint1
chr16:23148638

breakpoint2
chr16:23424947

0

4136

C
ov

er
ag

e

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 1716151413121110987

4 kbp
introns not to scale

U
S

P
31

C
O

G
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

USP31 COG7

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)
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Split reads = 11
Discordant mates = 2
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Ubiquitin carboxyl−terminal hydrolase

Golgi complex component 7 (COG7)
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reading frame unclear

Protein kinase C terminal domain

Protein kinase domain
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Phorbol esters/diacylglycerol binding domain (C1 domain)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Pecanex protein (C−terminus)
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Pecanex protein (C−terminus)
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VGLL4 PCNX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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Split reads = 3
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Pecanex protein (C−terminus)
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Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)

SUPPORTING READ COUNT

Split reads = 1
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Transcription cofactor vestigial−like protein 4

Pecanex protein (C−terminus)
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RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin plexin domain

Integrin beta chain VWA domain

Integrin beta epidermal growth factor like domain 1

Integrin beta tail domain

PX domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Integrin plexin domain

Integrin beta chain VWA domain

Integrin beta epidermal growth factor like domain 1
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PX domain
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Kinesin motor domain
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No coding regions retained in fusion transcript.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphoribosyl transferase domain

Orotidine 5'−phosphate decarboxylase / HUMPS family

SUPPORTING READ COUNT

Split reads = 10
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Phosphoribosyl transferase domain
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Sec7 domain
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Sec7 domain
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