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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Discordant mates = 0
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Split reads = 134
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 108
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 20

p11.21

chromosome 20

p11.21

CST9
ENST00000376971.4

CST9L
ENST00000376979.4

breakpoint1
chr20:23603621

breakpoint2
chr20:23565037

0

4761

C
ov

er
ag

e

2 1 3 2 1

21 3

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

Cystatin domain

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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Split reads = 3
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Arginine deiminase

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 2
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Split reads = 17
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1



chromosome 21

q11.2

chromosome 21

q11.2

AP001347.1
ENST00000653756.1

ANKRD20A11P
ENST00000451663.5

breakpoint1
chr21:14027597

breakpoint2
chr21:13954150

0

456

C
ov

er
ag

e

1 2 3 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 252423222120191817161514131211109

2 kbp
introns not to scale

ANKRD20A11P

AP001347.1

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.
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Split reads = 8
Discordant mates = 0
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