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ZNF208 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1486
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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ZNF208 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
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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GATAD2A ATP13A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Coiled−coil and interaction region of P66A and P66B with MBD2

haloacid dehalogenase−like hydrolase

E1−E2 ATPase

SUPPORTING READ COUNT

Split reads = 692
Discordant mates = 0
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GATAD2A ATP13A1

RETAINED PROTEIN DOMAINS
reading frame unclear

haloacid dehalogenase−like hydrolase

E1−E2 ATPase

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0
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UPF1 PGAP3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA helicase (UPF2 interacting domain)

RNA helicase UPF1, 1B domain

Type III restriction enzyme, res subunit

AAA domain

SUPPORTING READ COUNT

Split reads = 458
Discordant mates = 0



chromosome 19

p13.11

chromosome 17

q12

UPF1
ENST00000599848.5

PGAP3
ENST00000584620.5

breakpoint1
chr19:18856300

breakpoint2
chr17:39676755

0

20831

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 22 23 24 6 5 4 3 2 1

1 2 3 4 5 6 7 8 9 10 11 12 13 654

2 kbp
introns not to scale

P
G

A
P

3
UPF1

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

UPF1 PGAP3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA helicase (UPF2 interacting domain)

RNA helicase UPF1, 1B domain

Type III restriction enzyme, res subunit

AAA domain

SUPPORTING READ COUNT

Split reads = 176
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase II elongation factor ELL  

SUPPORTING READ COUNT

Split reads = 411
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase II elongation factor ELL  

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase II elongation factor ELL  

SUPPORTING READ COUNT

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

RNA polymerase II elongation factor ELL  

SUPPORTING READ COUNT

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

RNA polymerase II elongation factor ELL  

SUPPORTING READ COUNT

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

BLOC−1−related complex sub−unit 8

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 0
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ERBB2 MEF2B

RETAINED PROTEIN DOMAINS
reading frame unclear

SRF−type transcription factor (DNA−binding and dimerisation domain)

SUPPORTING READ COUNT

Split reads = 254
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SRF−type transcription factor (DNA−binding and dimerisation domain)

SUPPORTING READ COUNT

Split reads = 169
Discordant mates = 0
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SSH2 KXD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein

SUPPORTING READ COUNT

Split reads = 126
Discordant mates = 0
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SSH2 KXD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized conserved protein

SUPPORTING READ COUNT

Split reads = 9
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 = 60
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium/calmodulin dependent protein kinase II association domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein Apg5 

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 8

p23.3

chromosome 7

p11.2

FBXO25
ENST00000350302.8

SEPTIN14
ENST00000388975.4

breakpoint1
chr8:435707

breakpoint2
chr7:55796092

0

737

C
ov

er
ag

e

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

1 2 3 4 5 10

4 kbp
introns not to scale

SEPTIN14
FBXO25

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 = 25
Discordant mates = 0
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ZNF14 NF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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NF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 19

p12

chromosome 17

q11.2

ZNF676
ENST00000650058.1

RHBDL3
ENST00000538145.5

breakpoint1
chr19:22193016

breakpoint2
chr17:32284659

0

5070

C
ov

er
ag

e

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

321 2 3 4 5 6 7 8

1 kbp
introns not to scale

R
H

B
D

L3
ZN

F6
76

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

ZNF676 RHBDL3

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Rhomboid family

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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ZNF676 RHBDL3

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Rhomboid family

EF−hand domain pair

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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FERM N−terminal domain

FERM central domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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FERM N−terminal domain
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SUPPORTING READ COUNT

Split reads = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH3 domain

Collagen triple helix repeat (20 copies)

von Willebrand factor type A domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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reading frame unclear

Sulfatase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0



chromosome 1

p36.12

chromosome 11

q24.3

CAMK2N1
ENST00000375078.4

ARHGAP32
ENST00000527272.1

breakpoint1
chr1:20482797

breakpoint2
chr11:128969237

0

27801

C
ov

er
ag

e

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

21 12

2 kbp
introns not to scale

ARHGAP32

CAMK2N1

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

CAMK2N1 ARHGAP32

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium/calmodulin−dependent protein kinase II inhibitor

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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reading frame unclear

EF−hand domain pair

Rhomboid family

BTB/POZ domain

MATH domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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EF−hand domain pair

Rhomboid family
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

EF−hand domain pair

Rhomboid family

BTB/POZ domain
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

EF−hand domain pair

Rhomboid family
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated chloride channel

Myo−inositol−1−phosphate synthase

Myo−inositol−1−phosphate synthase

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Calcium−activated chloride channel

Myo−inositol−1−phosphate synthase

Myo−inositol−1−phosphate synthase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Guanylate−binding protein, N−terminal domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Leucine rich repeat

Calpain inhibitor

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

Reticulon

Zinc−finger double domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

RhoGAP domain

SH2 domain

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

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

TLC domain

Protein−kinase domain of FAM69

N−term cysteine−rich ER, FAM69

SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl CoA binding protein

Double−stranded RNA binding motif

Dihydrouridine synthase (Dus)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

ThiF family

Ubiquitin−like modifier−activating enzyme ATG7 N−terminus

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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N−term cysteine−rich ER, FAM69

TLC domain

SUPPORTING READ COUNT

Split reads = 1
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