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Metallopeptidase family M24

SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 2
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 11

p11.2

chromosome 11

q23.3

HSD17B12
ENST00000278353.10

AP000462.3
ENST00000545593.1

breakpoint1
chr11:43680987

breakpoint2
chr11:115339975

0

9152

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 1 2

1 2

1 kbp
introns not to scale

HSD17B12

AP000462.3

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

HSD17B12

RETAINED PROTEIN DOMAINS
reading frame unclear

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1


