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Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AN1−like Zinc finger

A20−like zinc finger

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GOLGA6L10

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 198
Discordant mates = 0
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MDC1 DNAH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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MDC1 DNAH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 74
Discordant mates = 0
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DNAH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TMEM223 AHNAK

RETAINED PROTEIN DOMAINS
reading frame unclear

NA

SUPPORTING READ COUNT

Split reads = 184
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 0
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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

Transcription cofactor vestigial−like protein 4

SUPPORTING READ COUNT

Split reads = 132
Discordant mates = 0
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ILRUN RNF8

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA−like domain

Ig−like domain from next to BRCA1 gene

Zinc finger, C3HC4 type (RING finger)

FHA domain

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 1
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GOLGA6L10

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 113
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol phosphatase 

SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol phosphatase 

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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LPP TPRG1

RETAINED PROTEIN DOMAINS
reading frame unclear

LIM domain

Inositol phosphatase 

SUPPORTING READ COUNT

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

Inositol phosphatase 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 2

q34

chromosome 2

q34

IKZF2
ENST00000374319.8

AC093865.1
ENST00000415387.1

breakpoint1
chr2:213147708

breakpoint2
chr2:212581408

0

2136

C
ov

er
ag

e

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

4321 5

1 kbp
introns not to scale

AC093865.1

IKZF2
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 = 101
Discordant mates = 0
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ABCF1 DEFB113

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter

Beta defensin

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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ABCF1 DEFB113

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter

Beta defensin

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter

Beta defensin

SUPPORTING READ COUNT

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

DnaJ domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 28
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
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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SH3GL3 ADAMTSL3

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain

PLAC (protease and lacunin) domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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Immunoglobulin I−set domain
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Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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NKAIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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EPHB1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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EPHB1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DNAH8 MDC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain, N−terminal region 1

Regulator of Ty1 transposition protein 107 BRCT domain

FHA domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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DNAH8 MDC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain, N−terminal region 1

Regulator of Ty1 transposition protein 107 BRCT domain

FHA domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 20

p11.21

chromosome 4

p16.3

PYGB
ENST00000216962.9

ZNF595
ENST00000610261.6

breakpoint1
chr20:25259338

breakpoint2
chr4:59430

0

15689

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

1 2 2 3 4

2 kbp
introns not to scale

Z
N

F
595

PYGB

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

PYGB ZNF595

RETAINED PROTEIN DOMAINS
reading frame unclear

Carbohydrate phosphorylase

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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DNAH8 BNIP5

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain, N−terminal region 1

C6orf222, uncharacterised family

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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OR5AU1 ADCY8

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

Adenylate and Guanylate cyclase catalytic domain

Adenylate cyclase, conserved domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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OR5AU1 ADCY8

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

Adenylate and Guanylate cyclase catalytic domain

Adenylate cyclase, conserved domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PRMT3 MICAL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Bivalent Mical/EHBP Rab binding domain

LIM domain

Calponin homology (CH) domain

FAD binding domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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PRMT3 MICAL2

RETAINED PROTEIN DOMAINS
reading frame unclear

Bivalent Mical/EHBP Rab binding domain

LIM domain

Calponin homology (CH) domain

FAD binding domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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TP63

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

P53 tetramerisation motif

P53 DNA−binding domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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TP63

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

P53 tetramerisation motif

P53 DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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TPRG1 TP63

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol phosphatase 

SAM domain (Sterile alpha motif)

P53 tetramerisation motif

P53 DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PRKCA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

C2 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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NR3C1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glucocorticoid receptor

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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GMPS KCNAB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase class−I

NAD synthase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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GMPS KCNAB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Glutamine amidotransferase class−I

NAD synthase

Aldo/keto reductase family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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USP10

RETAINED PROTEIN DOMAINS
reading frame unclear

Ataxin−2 C−terminal region

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SLC39A11

RETAINED PROTEIN DOMAINS
reading frame unclear

ZIP Zinc transporter

SUPPORTING READ COUNT

Split reads = 1
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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TAF8

RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain associated

Transcription factor TFIID complex subunit 8 C−term 

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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ZFAND3 TUBB

RETAINED PROTEIN DOMAINS
reading frame unclear

A20−like zinc finger

Tubulin C−terminal domain

Tubulin/FtsZ family, GTPase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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EEF1A2 CNBD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SLC2A13 ABCD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Sugar (and other) transporter

ABC transporter

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 15

q21.3

chromosome 3

q22.2

WDR72
ENST00000567224.1

EPHB1
ENST00000647596.1

breakpoint1
chr15:53540890

breakpoint2
chr3:135106448

0

5878

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

W
D

R
72

E
P

H
B

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

EPHB1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


