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SUPPORTING READ COUNT

Split reads = 363
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 196
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 33
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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Split reads = 7
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Split reads = 3
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SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 7
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SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 2
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Discordant mates = 7



chromosome 7

q32.2

chromosome 7

q32.1

AC078846.1
ENST00000608694.1

SND1
ENST00000354725.8

breakpoint1
chr7:129605658

breakpoint2
chr7:127694828

0

72907

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

3 kbp
introns not to scale

SND1
AC078846.1

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

SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 8



chromosome 7

q32.2

chromosome 7

q32.1

AC078846.1
ENST00000608694.1

SND1
ENST00000354725.8

breakpoint1
chr7:129604996

breakpoint2
chr7:127694828

0

72907

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

3 kbp
introns not to scale

SND1
AC078846.1

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

SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 8



chromosome 7

q32.2

chromosome 7

q32.1

AC078846.1
ENST00000608694.1

SND1
ENST00000354725.8

breakpoint1
chr7:129611420

breakpoint2
chr7:127694924

0

72907

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

1 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

3 kbp
introns not to scale

SND1
AC078846.1

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

SND1

RETAINED PROTEIN DOMAINS
reading frame unclear

Staphylococcal nuclease homologue

Tudor domain

Staphylococcal nuclease homologue

SUPPORTING READ COUNT

Split reads = 6
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SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 1
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Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Ulp1 protease family, C−terminal catalytic 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 = 20
Discordant mates = 0
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XPA protein N−terminal

XPA protein C−terminus

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 5
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CNH domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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reading frame unclear

Cytochrome c oxidase subunit VII

CNH domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome 16

q11.2

chromosome 16

p11.2

GPT2
ENST00000340124.9

ZNF646
ENST00000300850.5

breakpoint1
chr16:46884958

breakpoint2
chr16:31076246

0

4449

C
ov

er
ag

e

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

1 2 2 3

3 kbp
introns not to scale

Z
N

F
64

6
G

P
T

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

GPT2 ZNF646

RETAINED PROTEIN DOMAINS
reading frame unclear

C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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C2H2−type zinc finger

Zinc finger, C2H2 type

C2H2−type zinc finger

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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Actin

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000646664.1

breakpoint1
chr8:84948969

breakpoint2
chr7:5528695

0

149209

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

800 bp
introns not to scale

ACTB

ACTBP6

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

ACTB

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000676189.1

breakpoint1
chr8:84948961

breakpoint2
chr7:5528705

0

149209

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

800 bp
introns not to scale

ACTB

ACTBP6

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

ACTB

RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


