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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 67
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 1

p36.33

chromosome 7

p11.2

AL669831.1
ENST00000506640.2

SEPTIN14
ENST00000388975.4

breakpoint1
chr1:727712

breakpoint2
chr7:55796092

0

4513

C
ov

er
ag

e

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

16151413121110987654321 10

3 kbp
introns not to scale

SEPTIN14

AL669831.1

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

No protein domains retained in fusion.

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0


