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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 1
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SUPPORTING READ COUNT
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 6
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Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2



chromosome 2

p16.3

chromosome 2

p16.3

STON1
ENST00000404752.6

GTF2A1L
ENST00000403751.8

breakpoint1
chr2:48591855

breakpoint2
chr2:48621167

0

593

C
ov

er
ag

e

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

1 2 3 3 4 5 6 7 8 9

2 kbp
introns not to scale

STON1GTF2A1L

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

STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT
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