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Cytosol aminopeptidase family, catalytic domain
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SUPPORTING READ COUNT

Split reads = 260
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

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

Lectin C−type domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 245
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

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

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 223
Discordant mates = 3
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reading frame unclear
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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reading frame unclear

Cadherin−like
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Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 222
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 214
Discordant mates = 17
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SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioesterase−like superfamily

SUPPORTING READ COUNT

Split reads = 190
Discordant mates = 0
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reading frame unclear

Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 0
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Immunoglobulin V−set domain

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 0
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ATAD5 TLK2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

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

ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ATPase family associated with various cellular activities (AAA)

Protein kinase domain

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 99
Discordant mates = 0
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reading frame unclear

Raptor N−terminal CASPase like domain

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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reading frame unclear

Raptor N−terminal CASPase like domain

Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Discordant mates = 0



chromosome 15

q21.2

chromosome 15

q21.2

MIR4713HG
ENST00000559909.1

GLDN
ENST00000335449.11

breakpoint1
chr15:51278050

breakpoint2
chr15:51383785

0

1000

C
ov

er
ag

e

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

1 2 4 5 6 7 8 9 10

2 kbp
introns not to scaleM

IR
4713H

G

G
LD

N

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

GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 24
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