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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 2
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Thioredoxin
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Thioredoxin

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0



chromosome 16

p13.2

chromosome 16

p12.3

CARHSP1
ENST00000311052.10

PDILT
ENST00000302451.9

breakpoint1
chr16:8868966

breakpoint2
chr16:20369689

0

8905

C
ov

er
ag

e

4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

1 12111098

2 kbp
introns not to scale

C
A

R
H

S
P

1
P

D
IL

T

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

PDILT

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin

Thioredoxin−like domain

SUPPORTING READ COUNT
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GDA1/CD39 (nucleoside phosphatase) family

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CTF/NF−I family transcription modulation region

MH1 domain

Nuclear factor I protein pre−N−terminus
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