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CENP−A nucleosome associated complex (NAC) subunit

Type I phosphodiesterase / nucleotide pyrophosphatase
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Split reads = 111
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Intermediate filament protein

Zinc finger, C3HC4 type (RING finger)

KH domain

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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Adenosine deaminase
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RETAINED PROTEIN DOMAINS
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KRAB box

Zinc finger, C2H2 type

Hyaluronan mediated motility receptor C−terminal
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WD domain, G−beta repeat
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Bromodomain

Snf2−ATP coupling, chromatin remodelling complex

Helicase conserved C−terminal domain

SNF2−related domain

BRK domain

HSA domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Fibroblast growth factor
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Major Facilitator Superfamily
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 1

q32.1

chromosome 1

q32.1

SLC45A3
ENST00000367145.4

ELK4
ENST00000616704.4

breakpoint1
chr1:205662833

breakpoint2
chr1:205623891

0

2750

C
ov

er
ag

e

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

321 1098765432

2 kbp
introns not to scale

ELK4SLC45A3

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

SLC45A3 ELK4

RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

Ets−domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 5

p13.2

chromosome 5

p13.2

NIPBL
ENST00000282516.13

WDR70
ENST00000265107.9

breakpoint1
chr5:36972041

breakpoint2
chr5:37379489

0

1432

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 121314151617 18192021222324252627282930313233343536373839 404142 43 44 45 46 47 1 2 3 4 5 6 7 8 9 1011121314151617 18

1 2 3 4 5 6 7 82 3 4 5 6 7 8 9 1011121314151617 18

5 kbp
introns not to scale

N
IP

B
L

W
D

R
70

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

NIPBL WDR70

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 5

q31.2

chromosome 1

p36.33

NRG2
ENST00000289422.11

FAAP20
ENST00000414253.5

breakpoint1
chr5:140042370

breakpoint2
chr1:2185513

0

6561

C
ov

er
ag

e

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

1 7

2 kbp
introns not to scale

N
R

G
2

FAAP20

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 = 2
Discordant mates = 0



chromosome 1

p21.3

chromosome 1

p21.3

SNX7
ENST00000306121.8

DPYD
ENST00000370192.8

breakpoint1
chr1:98738389

breakpoint2
chr1:97382461

0

4794

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 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 232221201918171615

2 kbp
introns not to scale

DPYD
SNX7

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

SNX7 DPYD

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

4Fe−4S dicluster domain

Dihydroorotate dehydrogenase

SUPPORTING READ COUNT
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