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Glycosyltransferase like family 2

Cytochrome b5−like Heme/Steroid binding domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 5
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SUPPORTING READ COUNT
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Split reads = 5
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 5
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Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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C2H2−type zinc finger

Filopodia upregulated, FAM65

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35480195

0

638

C
ov

er
ag

e

1 4 3 2 1

1 432

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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

SLFN12L

RETAINED PROTEIN DOMAINS
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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reading frame unclear

ThiF family

Ubiquitin−activating enzyme E1 FCCH domain

Ubiquitin−activating enzyme E1 four−helix bundle

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Split reads = 12
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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