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reading frame unclear

NLRC4 helical domain
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SUPPORTING READ COUNT

Split reads = 587
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Chondroitin N−acetylgalactosaminyltransferase

SUPPORTING READ COUNT

Split reads = 559
Discordant mates = 0
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Chondroitin N−acetylgalactosaminyltransferase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Actin

SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

Cystatin domain

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 6
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Cathelicidin
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SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

Cystatin domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

Cystatin domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin

Cystatin domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 6



chromosome 20

p11.21

chromosome 20

p11.21

CST9
ENST00000376971.4

CST9L
ENST00000376979.4

breakpoint1
chr20:23605610

breakpoint2
chr20:23566087

0

16683

C
ov

er
ag

e

2 1 3 2 1

1 32

600 bp
introns not to scale

CST9L

CST9

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

CST9 CST9L

RETAINED PROTEIN DOMAINS
reading frame unclear

Cathelicidin
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SUPPORTING READ COUNT

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

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

D1 dopamine receptor−interacting protein (calcyon)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Alanine racemase, N−terminal domain

NSD Cys−His rich domain

SET domain

AWS domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 2
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

D domain of beta−TrCP

F−box−like

WD domain, G−beta repeat

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


