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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

864

C
ov

er
ag

e

1 4 3 2 1

1 4

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec8 exocyst complex component specific domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0



chromosome 12

p13.2

chromosome 12

p13.2

KLRC4
ENST00000309384.2

KLRK1
ENST00000240618.11

breakpoint1
chr12:10407636

breakpoint2
chr12:10388875

0

598

C
ov

er
ag

e

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

4321 8765432

900 bp
introns not to scale

KLRK1

KLRC4

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

KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1



chromosome 12

p13.2

chromosome 12

p13.2

KLRC4
ENST00000309384.2

KLRK1
ENST00000540818.5

breakpoint1
chr12:10407636

breakpoint2
chr12:10391891

0

598

C
ov

er
ag

e

4 3 2 1 7 6 5 4 3 2 1

4321 7654321

800 bp
introns not to scale

KLRK1

KLRC4

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

KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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TKT ARHGAP27

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, thiamine diphosphate binding domain

RhoGAP domain

PH domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin V−set domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0


