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Discordant mates = 1



chromosome 9

q34.11

chromosome 9

q34.3

DNM1
ENST00000628346.2

CAMSAP1
ENST00000409386.3

breakpoint1
chr9:128203631

breakpoint2
chr9:135883078

0

5125

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 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 18171615141312111098765432

3 kbp
introns not to scale

DNM1

CAMSAP1

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

DNM1 CAMSAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Microtubule−binding calmodulin−regulated spectrin−associated

Spectrin−binding region of Ca2+−Calmodulin

CAMSAP CH domain

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 5
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 3
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Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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Split reads = 9
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 5

q35.3

chromosome 5

q35.3

COL23A1
ENST00000390654.8

PHYKPL
ENST00000308158.10

breakpoint1
chr5:178560682

breakpoint2
chr5:178211970

0

3973

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 13 12 11 10 9 8 7 6 5 4 3 2 1

21 1312

3 kbp
introns not to scale

P
H

Y
K

P
L

C
O

L2
3A

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

COL23A1 PHYKPL

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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chromosome 5

q35.3

chromosome 5

q35.3

COL23A1
ENST00000390654.8

PHYKPL
ENST00000308158.10

breakpoint1
chr5:178560682

breakpoint2
chr5:178224729

0

3973

C
ov

er
ag

e

29 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 13 12 11 10 9 8 7 6 5 4 3 2 1

21 1312111098765

3 kbp
introns not to scale

P
H

Y
K

P
L

C
O

L2
3A

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

COL23A1 PHYKPL

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

Aminotransferase class−III

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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Ion transport protein

Transient receptor ion channel II

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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OCC1 family

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
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