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SUPPORTING READ COUNT
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Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Discordant mates = 0



chromosome 11

q12.1

chromosome 11

p11.12

MED19
ENST00000431606.4

AC024405.2
ENST00000532103.1

breakpoint1
chr11:57711963

breakpoint2
chr11:50343639

0

2599

C
ov

er
ag

e

5 4 3 2 1 1 2 3

1 3

600 bp
introns not to scale

AC024405.2

MED19

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

MED19

RETAINED PROTEIN DOMAINS
reading frame unclear

Mediator of RNA pol II transcription subunit 19 

SUPPORTING READ COUNT
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