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SUPPORTING READ COUNT

Split reads = 192
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Split reads = 161
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 144
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 33
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SUPPORTING READ COUNT
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Discordant mates = 1
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SUPPORTING READ COUNT
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 63
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 1
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Laminin N−terminal (Domain VI)

Laminin EGF domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Split reads = 5
Discordant mates = 0



chromosome 12

q22

chromosome 12

q23.1

NTN4
ENST00000343702.9

AC090001.1
ENST00000670743.1

breakpoint1
chr12:95786939

breakpoint2
chr12:95833084

0

59872

C
ov

er
ag

e

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

21 432

1 kbp
introns not to scale

NTN4

AC
090001.1

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

NTN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 12

q22

chromosome 12

q23.1

NTN4
ENST00000343702.9

AC090001.1
ENST00000670743.1

breakpoint1
chr12:95682707

breakpoint2
chr12:95833084

0

59872

C
ov

er
ag

e

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

7654321 432

1 kbp
introns not to scale

NTN4

AC
090001.1

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

NTN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

UNC−6/NTR/C345C module

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 8

q21.2

chromosome 7

p22.1

ACTBP6
ENST00000520036.1

ACTB
ENST00000493945.6

breakpoint1
chr8:84948969

breakpoint2
chr7:5528695

0

214591

C
ov

er
ag

e

1 6 5 4 3 2 1

1 654

700 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 = 5
Discordant mates = 0


