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Male sterility protein

SUPPORTING READ COUNT

Split reads = 784
Discordant mates = 17
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SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 149
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 122
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 8
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Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 92
Discordant mates = 3
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2



chromosome 5

q31.3

chromosome 5

q31.3

PCDHA10
ENST00000562220.2

PCDHAC1
ENST00000253807.3

breakpoint1
chr5:140857647

breakpoint2
chr5:140978949

0

1034

C
ov

er
ag

e

1 1 2 3 4

1 2 3 4

4 kbp
introns not to scale

P
C

D
H

A
10

P
C

D
H

AC
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

PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 1
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Split reads = 47
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SUPPORTING READ COUNT
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 4
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CDK19 RPF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Brix domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Brix domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2



chromosome 2

q33.1

chromosome 9

q21.11

CFLAR−AS1
ENST00000630898.2

PIP5K1B
ENST00000265382.8

breakpoint1
chr2:201147743

breakpoint2
chr9:68863837

0

8414

C
ov

er
ag

e

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

54321 5 6 7 8 9 10 11 12 13 14 15 16

2 kbp
introns not to scale

PIP5K1B

CFLAR−AS1
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

PIP5K1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phosphatidylinositol−4−phosphate 5−Kinase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 9


