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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Dynamin family

SUPPORTING READ COUNT

Split reads = 211
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 206
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 158
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

Collagen triple helix repeat (20 copies)

EMI domain

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 1
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Collagen triple helix repeat (20 copies)

EMI domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

Collagen triple helix repeat (20 copies)

EMI domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
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 = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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CLIP1 SF3A1

RETAINED PROTEIN DOMAINS
reading frame unclear

CAP−Gly domain

Ubiquitin family

Pre−mRNA splicing factor PRP21 like protein

Surp module

SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

56kDa selenium binding protein (SBP56)

Tudor domain

KH domain

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

56kDa selenium binding protein (SBP56)

Tudor domain

KH domain

SUPPORTING READ COUNT

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

56kDa selenium binding protein (SBP56)

Tudor domain

KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

56kDa selenium binding protein (SBP56)
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KH domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMEM131 CRACDL

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4592)

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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Cadherin−like
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 1
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SLC35A3 AGL

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleotide−sugar transporter

Amylo−alpha−1,6−glucosidase 

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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reading frame unclear

Nucleotide−sugar transporter

Amylo−alpha−1,6−glucosidase 

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 12

q13.3

chromosome 20

q13.12

STAT2
ENST00000557235.5

DNTTIP1
ENST00000372622.8

breakpoint1
chr12:56346146

breakpoint2
chr20:45795345

0

8722

C
ov

er
ag

e

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

22212019181716151413121110987654321 4 5 6 7 8 9 10 11 12 13

2 kbp
introns not to scale

STAT2

DNTTIP
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

STAT2 DNTTIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

STAT protein, protein interaction domain
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DNTTIP1 dimerisation domain

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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CXXC zinc finger domain

PHD−finger

Ion channel

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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Dynamin family

Queuine tRNA−ribosyltransferase

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 3



chromosome 19

p13.2

chromosome 19

p13.2

DNM2
ENST00000585892.5

QTRT1
ENST00000250237.10

breakpoint1
chr19:10718403

breakpoint2
chr19:10702116

0

17371

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 1 2 3 4 5 6 7 8 9 10

1 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

Q
TR

T1
DNM

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

DNM2 QTRT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Queuine tRNA−ribosyltransferase

SUPPORTING READ COUNT
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reading frame unclear

Telomere repeat binding factor (TRF)

Telomeric repeat−binding factor 2 Rap1−binding motif

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0



chromosome 14

q32.33

chromosome 14

q32.33

COA8
ENST00000409074.8

TRMT61A
ENST00000389749.9

breakpoint1
chr14:103574170

breakpoint2
chr14:103529950

0

4822

C
ov

er
ag

e

1 2 3 4 5 1 2 3 4

1 2 3 2 3 4

1 kbp
introns not to scale

T
R

M
T

61A
C

O
A

8

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

COA8 TRMT61A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase assembly factor 8

tRNA methyltransferase complex GCD14 subunit
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Split reads = 4
Discordant mates = 0
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reading frame unclear

DNTTIP1 dimerisation domain
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Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Exocyst complex component SEC3 N−terminal PIP2 binding PH

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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STXBP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Exocyst complex component SEC3 N−terminal PIP2 binding PH
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Split reads = 21
Discordant mates = 0
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TRIT1 MYCL

RETAINED PROTEIN DOMAINS
reading frame unclear

IPP transferase

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1
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TRIT1 MYCL

RETAINED PROTEIN DOMAINS
reading frame unclear

IPP transferase

Helix−loop−helix DNA−binding domain

Myc amino−terminal region

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1



chromosome 12

q24.31

chromosome 12

q24.31

ATP6V0A2
ENST00000330342.8

TCTN2
ENST00000426174.6

breakpoint1
chr12:123718701

breakpoint2
chr12:123695220

0

4333

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

1 211 12 13 14 15 16 17 18

3 kbp
introns not to scale

TCTN2
ATP6V0A2

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

ATP6V0A2 TCTN2

RETAINED PROTEIN DOMAINS
reading frame unclear

V−type ATPase 116kDa subunit family  

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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reading frame unclear

V−type ATPase 116kDa subunit family  

Tectonic domain DUF1619

SUPPORTING READ COUNT

Split reads = 2
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RIN2 ETV4

RETAINED PROTEIN DOMAINS
reading frame unclear

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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SUPPORTING READ COUNT
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Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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HECT−domain (ubiquitin−transferase)

Regulator of chromosome condensation (RCC1) repeat

WD domain, G−beta repeat

SPRY domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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HECT−domain (ubiquitin−transferase)

Regulator of chromosome condensation (RCC1) repeat
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No protein domains retained in fusion.
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SKI/SNO/DAC family

c−SKI Smad4 binding domain

Protein kinase C terminal domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 3
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Protein kinase C terminal domain
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Glycosyltransferase family 29 (sialyltransferase)
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RDH10 TERF1

RETAINED PROTEIN DOMAINS
reading frame unclear

short chain dehydrogenase

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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YARS1 PHC2

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (W and Y)

SAM domain (Sterile alpha motif)

Unstructured region on Polyhomeotic−like protein 1 and 2

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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ARHGAP45 SCAI

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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ARHGAP45 SCAI

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein SCAI 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PROM1 CCNYL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Prominin

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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PROM1 CCNYL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Prominin

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CAPZB TMCO4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF726)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 1

p36.13

chromosome 1

p36.13

CAPZB
ENST00000433834.5

TMCO4
ENST00000294543.11

breakpoint1
chr1:19484190

breakpoint2
chr1:19787117

0

17860

C
ov

er
ag

e

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

1 161514131211109876543

2 kbp
introns not to scale

CAPZB
TMCO41

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

CAPZB TMCO4

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF726)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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MAP4K5
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CDKL1 MAP4K5

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

CNH domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 22
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GNB1L TERF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myb−like DNA−binding domain

Telomeric repeat−binding factor 2 Rap1−binding motif

Telomere repeat binding factor (TRF)

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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TMEM259 ETV4

RETAINED PROTEIN DOMAINS
reading frame unclear

Tumour−associated protein

Ets−domain

PEA3 subfamily ETS−domain transcription factor N terminal domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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EML2 SYMPK

RETAINED PROTEIN DOMAINS
reading frame unclear

HELP motif

WD domain, G−beta repeat

Symplekin tight junction protein C terminal

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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LIMS1

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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LIMS1

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PTK2 SLC45A4

RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain

FERM central domain

Protein kinase domain

MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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KRAS
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BCAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Amino−transferase class IV

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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HSPBAP1
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NFE2L2 HSPBAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cupin−like domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PLA2R1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type II domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PLA2R1

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type II domain

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SMARCC1
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MAP4
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SMARCC1 MAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIRM−associated domain at the N−terminal

Tau and MAP protein, tubulin−binding repeat

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SMARCC1 MAP4

RETAINED PROTEIN DOMAINS
reading frame unclear

SWIRM−associated domain at the N−terminal

Tau and MAP protein, tubulin−binding repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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LRBA SH3D19

RETAINED PROTEIN DOMAINS
reading frame unclear

Concanavalin A−like lectin/glucanases superfamily

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

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

Concanavalin A−like lectin/glucanases superfamily

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Parkin co−regulated protein

SUPPORTING READ COUNT

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

Parkin co−regulated protein

SUPPORTING READ COUNT

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

Parkin co−regulated protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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