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Split reads = 8
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SUPPORTING READ COUNT

Split reads = 116
Discordant mates = 0
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SUPPORTING READ COUNT
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emp24/gp25L/p24 family/GOLD
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emp24/gp25L/p24 family/GOLD

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 4
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SUPPORTING READ COUNT
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Discordant mates = 0
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Discordant mates = 0



chromosome 16

p13.13

chromosome 8

q22.2

COX6CP1
ENST00000564972.1

COX6C
ENST00000517682.6

breakpoint1
chr16:11904126

breakpoint2
chr8:99892008

0

7843

C
ov

er
ag

e

1 4 3 2 1

1 432

200 bp
introns not to scale

COX6C

C
O

X
6C

P
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

COX6C

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 16

p13.13

chromosome 8

q22.2

COX6CP1
ENST00000564972.1

COX6C
ENST00000517682.6

breakpoint1
chr16:11904125

breakpoint2
chr8:99892006

0

7843

C
ov

er
ag

e

1 4 3 2 1

1 432

200 bp
introns not to scale

COX6C

C
O

X
6C

P
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

COX6C

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytochrome c oxidase subunit VIc

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

1957

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

A
C

11
00

79
.1

TL
K

2P
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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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Zinc−finger double−stranded RNA−binding

G−patch domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0



chromosome 17

q21.31

chromosome 17

q21.31

CCDC43
ENST00000588210.1

GPATCH8
ENST00000591680.6

breakpoint1
chr17:44683872

breakpoint2
chr17:44474903

0

4507

C
ov

er
ag

e

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

21 8765432

2 kbp
introns not to scale

G
PA

T
C

H
8

C
C

D
C

43

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

CCDC43 GPATCH8

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

G−patch domain

SUPPORTING READ COUNT

Split reads = 21
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Interferon−induced 6−16 family 

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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Striatin family

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 13
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