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Genes are not protein−coding.
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 52
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1



chromosome 11

p14.1

chromosome 11

p12

MPPED2
ENST00000358117.10

TTC17
ENST00000039989.9

breakpoint1
chr11:30580246

breakpoint2
chr11:43379233

0

16969

C
ov

er
ag

e

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

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

3 kbp
introns not to scale

MPPED2

TTC17

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

MPPED2 TTC17

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 3

q22.1

chromosome 3

q22.1

NPHP3
ENST00000337331.10

ACAD11
ENST00000264990.11

breakpoint1
chr3:132681914

breakpoint2
chr3:132644896

0

2082

C
ov

er
ag

e

27 26 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 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

272625242322212019181716151413121110987654321 201918171615141312111098765432

4 kbp
introns not to scale

A
C

A
D

11

N
P

H
P

3

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

NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 34
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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YY1 CAAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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SNX29 USP24

RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

Domain of unknown function (DUF3517)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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SNX29 USP24

RETAINED PROTEIN DOMAINS
reading frame unclear

RUN domain

Domain of unknown function (DUF3517)

Ubiquitin carboxyl−terminal hydrolase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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STX12

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE domain

Syntaxin−like protein

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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STX12

RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE domain

Syntaxin−like protein

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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CCDC85C

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC85 family

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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CCDC85C

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC85 family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CCDC85C

RETAINED PROTEIN DOMAINS
reading frame unclear

CCDC85 family

SUPPORTING READ COUNT

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

CCDC85 family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PACS1 NADSYN1

RETAINED PROTEIN DOMAINS
reading frame unclear

NAD synthase

Carbon−nitrogen hydrolase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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GUSB NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolases family 2, sugar binding domain

Glycosyl hydrolases family 2

Glycosyl hydrolases family 2, TIM barrel domain

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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ATP6V0D2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase (C/AC39) subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 8

q21.2

chromosome 8

q21.3

AC100801.1
ENST00000517368.1

ATP6V0D2
ENST00000285393.4

breakpoint1
chr8:85885994

breakpoint2
chr8:86098989

0

694

C
ov

er
ag

e

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

1 2 1 2 3 4 5 6 7 8

1 kbp
introns not to scale

AC100801.1ATP6V0D2 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

ATP6V0D2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase (C/AC39) subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ATP6V0D2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase (C/AC39) subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ATP6V0D2

RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase (C/AC39) subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ATP synthase (C/AC39) subunit

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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FOLH1 CKAP5
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