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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 249
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KCNN3 WDR49

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated SK potassium channel

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated SK potassium channel

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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KCNN3 WDR49

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated SK potassium channel

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1



chromosome 13

q13.3

chromosome 13

q13.3

CCDC169
ENST00000503173.5

SOHLH2
ENST00000379881.8

breakpoint1
chr13:36248606

breakpoint2
chr13:36202093

0

263

C
ov

er
ag

e

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

7654321 111098765432

1 kbp
introns not to scale

SO
H

LH
2

C
C

D
C

169

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

CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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LAMA5 PHC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Single−stranded DNA binding protein, SSDP

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


