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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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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 = 85
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1
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PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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CNBD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 3
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CNBD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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CNBD1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

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

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

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

Cyclic nucleotide−binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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DNAAF4 CCPG1

RETAINED PROTEIN DOMAINS
reading frame unclear

CS domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

CS domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

CS domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

CS domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 6



chromosome 9

q22.33

chromosome 9

q22.33

AL512590.2
ENST00000531758.2

CCDC180
ENST00000494917.6

breakpoint1
chr9:97290665

breakpoint2
chr9:97307736

0

4142

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

1 2 3 4 5 62 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20

2 kbp
introns not to scale

AL512590.2

CCDC180

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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 5
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

Aminotransferase class I and II

Aminotransferase ubiquitination site

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Genes are not protein−coding.
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Split reads = 14
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of glycosyl transferase group 7

N−terminal domain of galactosyltransferase

Immunoglobulin domain

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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