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RETAINED PROTEIN DOMAINS
reading frame unclear

FERM N−terminal domain 

FERM central domain

WW domain
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Split reads = 50
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FERM N−terminal domain 

FERM central domain
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Tetratricopeptide repeat

Ring finger domain

ZNRF−3 Ectodomain
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7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain
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EGF−like domain
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Split reads = 38
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RETAINED PROTEIN DOMAINS
reading frame unclear

uDENN domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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Protein kinase domain

SUPPORTING READ COUNT
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Low−density lipoprotein receptor domain class A
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 25
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RETAINED PROTEIN DOMAINS
reading frame unclear

RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RHO protein GDP dissociation inhibitor

Fanconi anemia−associated 
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reading frame unclear

Carboxylesterase family

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 22

q11.23

chromosome 22

q12.1

CRYBB2P1
ENST00000382734.9

MYO18B
ENST00000407587.6

breakpoint1
chr22:25459515

breakpoint2
chr22:25760984

0

876

C
ov

er
ag

e

1 2 3 4 5 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 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44

1 2 3 42 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44

4 kbp
introns not to scale

CRYBB2P1

MYO18B

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

MYO18B

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)
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Split reads = 22
Discordant mates = 0
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Myosin head (motor domain)
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RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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DMAP1−binding Domain

AMP−binding enzyme
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reading frame unclear

Homeodomain containing protein PHTF1/2, N−terminal

Protein−tyrosine phosphatase
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RETAINED PROTEIN DOMAINS
reading frame unclear

OTU−like cysteine protease

Helicase conserved C−terminal domain

SNF2−related domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

CST, telomere maintenance, complex subunit CTC1

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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CST, telomere maintenance, complex subunit CTC1

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain
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Split reads = 4
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reading frame unclear

Calponin homology (CH) domain
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Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 14

q31.1

chromosome 14

q31.1

GTF2A1
ENST00000553612.6

AC007262.2
ENST00000646052.2

breakpoint1
chr14:81216413

breakpoint2
chr14:81014404

0

2404

C
ov

er
ag

e

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

21 8

3 kbp
introns not to scaleA

C
007262.2
G

T
F

2A
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

GTF2A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 1
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KRAB box

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Split reads = 3
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SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

PH domain

Leucine rich repeat

BspA type Leucine rich repeat region (6 copies)

Pannexin−like TM region of LRRC8

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

Scd6−like Sm domain

Domain of unknown function (DUF4745)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
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SUPPORTING READ COUNT

Split reads = 1
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Domain of unknown function (DUF4485)

U3 small nucleolar RNA−associated protein 6

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Chromo (CHRromatin Organisation MOdifier) domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Cytochrome c oxidase subunit VII

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
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RETAINED PROTEIN DOMAINS
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Cadherin domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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p25−alpha 

SUPPORTING READ COUNT

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

Cyclin, C−terminal domain

Cyclin, N−terminal domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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GATA zinc finger

SUPPORTING READ COUNT

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

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Fibrillar collagen C−terminal domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

short chain dehydrogenase

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1



chromosome 17

p13.1

chromosome 19

q12

CTC1
ENST00000651323.1

ZNF536
ENST00000355537.4

breakpoint1
chr17:8242985

breakpoint2
chr19:30444496

0

464

C
ov

er
ag

e

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

21 2 3 4 5

3 kbp
introns not to scale

C
T

C
1

ZN
F5

36

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

CTC1 ZNF536

RETAINED PROTEIN DOMAINS
reading frame unclear

CST, telomere maintenance, complex subunit CTC1

Zinc finger, C2H2 type

Unstructured conserved, between two C2H2−type zinc−fingers

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Hsp20/alpha crystallin family

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HSPB8 BACH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Hsp20/alpha crystallin family

SUPPORTING READ COUNT

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

KH domain

SUPPORTING READ COUNT

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

Annexin

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Annexin

SUPPORTING READ COUNT

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

Protein kinase domain

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

C2H2−type zinc−finger domain

Zinc finger, C2H2 type

Unstructured conserved, between two C2H2−type zinc−fingers

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Fibronectin type III domain

Immunoglobulin I−set domain

Tri−helix bundle domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Unstructured conserved, between two C2H2−type zinc−fingers

Immunoglobulin I−set domain

Fibronectin type III domain
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Fibronectin type III domain

Immunoglobulin I−set domain
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Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FAT domain

UME (NUC010) domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase
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UME (NUC010) domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Regulated−SNARE−like domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

Sodium/hydrogen exchanger family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SPRY domain

SPRY−associated domain

Fibronectin type III domain
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Uncharacterised ACR, YggU family COG1872

WH1 domain
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Myelodysplasia−myeloid leukemia factor 1−interacting protein

Zinc finger, C2H2 type

C2H2−type zinc finger
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Split reads = 3
Discordant mates = 0
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Zinc−finger of C2H2 type

4F5 protein related disordered region

SUPPORTING READ COUNT
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Split reads = 3
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Immunoglobulin I−set domain

HECT−domain (ubiquitin−transferase)

WW domain

SUPPORTING READ COUNT

Split reads = 3
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Nucleoside transporter

Cadherin domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GRF zinc finger

OTU−like cysteine protease
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N−terminal region of Chorein or VPS13

N−terminal domain of galactosyltransferase

N−terminal region of glycosyl transferase group 7

SUPPORTING READ COUNT

Split reads = 3
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CDP−alcohol phosphatidyltransferase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 18

q23

chromosome 19

q13.12

CTDP1
ENST00000613122.5

ZNF793
ENST00000627814.3

breakpoint1
chr18:79680261

breakpoint2
chr19:37522532

0

3148

C
ov

er
ag

e

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

1 4 5 6 7 8

3 kbp
introns not to scale

C
TD

P1
ZN

F7
93

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

CTDP1 ZNF793

RETAINED PROTEIN DOMAINS
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Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 2
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GREB1 N−terminal region

Multivesicular body subunit 12

SUPPORTING READ COUNT

Split reads = 2
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Ion transport protein

KCNQ voltage−gated potassium channel

SUPPORTING READ COUNT

Split reads = 2
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HEC/Ndc80p family

Prolyl oligopeptidase family

Dipeptidyl peptidase IV (DPP IV) N−terminal region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

N−terminal of Par3 and HAL proteins

C−terminal domain of neuropilin glycoprotein

SUPPORTING READ COUNT

Split reads = 2
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Ribosomal protein L30p/L7e

SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

Protein phosphatase 2C

Lipase

SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lipase
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reading frame unclear

N terminus of Rad21 / Rec8 like protein

SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

TMC domain

EPTP domain
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