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SUPPORTING READ COUNT

Split reads = 140
Discordant mates = 1
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Split reads = 127
Discordant mates = 2
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Zinc finger, C4 type (two domains)

Haemolysin−III related

SUPPORTING READ COUNT

Split reads = 110
Discordant mates = 0
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MFS/sugar transport protein

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2
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DnaJ domain

Thioredoxin

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0



chromosome 15

q15.1

chromosome 15

q21.2

OIP5
ENST00000220514.8

FAM214A
ENST00000619572.4

breakpoint1
chr15:41319658

breakpoint2
chr15:52582307

0

3411

C
ov

er
ag

e

5 4 3 2 1 12 11 10 9 8 7 6 5 4 3 2 1

321 12

2 kbp
introns not to scale

O
IP

5 FA
M

21
4A

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

OIP5 FAM214A

RETAINED PROTEIN DOMAINS
reading frame unclear

Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

Chromosome segregation during meiosis
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Split reads = 10
Discordant mates = 0
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Dual specificity phosphatase, catalytic domain

Rhodanese−like domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 1

q41

chromosome 1

q41

LINC02257
ENST00000433576.5

DUSP10
ENST00000366899.4

breakpoint1
chr1:221913762

breakpoint2
chr1:221706466

0

3449

C
ov

er
ag

e

5 4 3 2 1 4 3 2 1

321 43

900 bp
introns not to scale

DUSP10LINC02257

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

DUSP10

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

Rhodanese−like domain

SUPPORTING READ COUNT

Split reads = 7
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