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Split reads = 485
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Split reads = 322
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

RBPJ−interacting and tubulin associated protein

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 119
Discordant mates = 2
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 12

q24.13

chromosome 12

q12

RITA1
ENST00000552495.1

LRRK2
ENST00000298910.12

breakpoint1
chr12:113186021

breakpoint2
chr12:40328360

0

4343

C
ov

er
ag

e

1 2 3 1 2 3 4 5 6 7 8 9 1011 12 13 14 15 16 17 18 19 20 2122 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 50 51

1 39 40 41 42 43 44 45 46 47 48 49 50 51

4 kbp
introns not to scale

LRRK2
R

ITA1

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

RITA1 LRRK2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 1
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ASNS

RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

HELP motif

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1



chromosome 10

p15.3

chromosome 2

p21

TUBB8
ENST00000564130.2

EML4
ENST00000401738.3

breakpoint1
chr10:73969

breakpoint2
chr2:42284634

0

32174

C
ov

er
ag

e

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

1 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

2 kbp
introns not to scale

TUBB8

EML4

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

EML4

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

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 = 18
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 2
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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 = 16
Discordant mates = 0
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CCDC198 NPIPB12

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4619)

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 18

p11.21

chromosome 16

p11.2

PTPN2
ENST00000646492.1

NPIPB12
ENST00000550665.5

breakpoint1
chr18:12869025

breakpoint2
chr16:29487399

0

63366

C
ov

er
ag

e

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

21 876

1 kbp
introns not to scale

N
P

IP
B

12

P
TP

N
2

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
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

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

Nuclear pore complex interacting protein (NPIP)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


