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SUPPORTING READ COUNT

Split reads = 170
Discordant mates = 11
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SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 134
Discordant mates = 3
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Split reads = 15
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 2
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Split reads = 30
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SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2
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No protein domains retained in fusion.
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Split reads = 107
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT
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Split reads = 49
Discordant mates = 2
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Discordant mates = 2



chromosome 14

q11.2

chromosome 4

p15.32

RNASE10
ENST00000430083.1

CD38
ENST00000226279.8

breakpoint1
chr14:20506019

breakpoint2
chr4:15834217

0

14819

C
ov

er
ag

e

1 2 1 2 3 4 5 6 7 8

1 4 5 6 7 8

2 kbp
introns not to scale

R
N

A
S

E
10

C
D

38

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

RNASE10 CD38

RETAINED PROTEIN DOMAINS
reading frame unclear

ADP−ribosyl cyclase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 14

q11.2

chromosome 14

q31.1

RNASE10
ENST00000430083.1

STON2
ENST00000649389.1

breakpoint1
chr14:20506019

breakpoint2
chr14:81278739

0

4106

C
ov

er
ag

e

1 2 9 8 7 6 5 4 3 2 1

1 987

1 kbp
introns not to scale

R
N

A
S

E
10

S
TO

N
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

RNASE10 STON2

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Stonin 2

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000498304.5

DDAH1
ENST00000284031.13

breakpoint1
chr1:85496166

breakpoint2
chr1:85358847

0

289

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase
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