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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 2410
Discordant mates = 6
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 334
Discordant mates = 1
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 202
Discordant mates = 6
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1



chromosome 20

q13.12

chromosome 19

p13.13

SULF2
ENST00000467815.5

GCDH
ENST00000222214.10

breakpoint1
chr20:47786048

breakpoint2
chr19:12891831

0

108728

C
ov

er
ag

e

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

1 4 5 6 7 8 9 10 11 12

2 kbp
introns not to scale

G
CDH

SULF2

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

GCDH

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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Acyl−CoA dehydrogenase, C−terminal domain
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 6
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 20

q13.13

chromosome 20

q13.13

ARFGEF2
ENST00000681021.1

AL035685.1
ENST00000637341.1

breakpoint1
chr20:48922010

breakpoint2
chr20:49424403

0

39433

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 1 2 3 4 5 6 7 8

1 4 5 6 7 8

3 kbp
introns not to scale

ARFGEF2

AL035685.1

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

ARFGEF2

RETAINED PROTEIN DOMAINS
reading frame unclear

Dimerisation and cyclophilin−binding domain of Mon2

SUPPORTING READ COUNT

Split reads = 736
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 1
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Split reads = 1
Discordant mates = 0
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GTP1/OBG

50S ribosome−binding GTPase

Membrane−associated protein 117 kDa, PDZK1−interacting protein 1 

SUPPORTING READ COUNT

Split reads = 713
Discordant mates = 2
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GTP1/OBG

50S ribosome−binding GTPase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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Membrane−associated protein 117 kDa, PDZK1−interacting protein 1 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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reading frame unclear

Ciliary rootlet component, centrosome cohesion

SSXT protein (N−terminal region)

SUPPORTING READ COUNT

Split reads = 329
Discordant mates = 3



chromosome 20

q11.22

chromosome 20

q13.33

CEP250
ENST00000397527.6

SS18L1
ENST00000331758.8

breakpoint1
chr20:35474056

breakpoint2
chr20:62158672

0

8931

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1011121314151617 1819202122232425 26 272829 30 31323334 35 1 2 3 4 5 6 7 8 9 10 11

1 2 3 4 5 6 7 8 9 10111213142 3 4 5 6 7 8 9 10 11

6 kbp
introns not to scale

CEP25
0

SS18L1

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

CEP250 SS18L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary rootlet component, centrosome cohesion

SSXT protein (N−terminal region)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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SSXT protein (N−terminal region)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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EF−1 guanine nucleotide exchange domain

Eukaryotic elongation factor 1 beta central acidic region

SUPPORTING READ COUNT

Split reads = 138
Discordant mates = 2
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EF−1 guanine nucleotide exchange domain

Eukaryotic elongation factor 1 beta central acidic region

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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MSP (Major sperm protein) domain

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 1
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NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0



chromosome 6

p22.2

chromosome 5

q13.2

GUSBP2
ENST00000492832.2

NAIP
ENST00000194097.8

breakpoint1
chr6:26878323

breakpoint2
chr5:71003857

0

8110

C
ov

er
ag

e

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

54321 151413121110987654

2 kbp
introns not to scale

N
A

IP

G
U

SB
P2

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

NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Cell cycle regulatory protein

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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SPDYE17

RETAINED PROTEIN DOMAINS
reading frame unclear

Cell cycle regulatory protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q24.3

chromosome 17

q25.3

GSDMD
ENST00000533063.5

DNAH17
ENST00000389840.7

breakpoint1
chr8:143559969

breakpoint2
chr17:78510506

0

3556

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9101112 81 80797877767574737271706968676665646362616059585756555453525150494847464544434241403938373635343332313029282726252423222120191817161514131211109 8 7 6 5 4 3 2 1

1 2 3 4 81807978777675747372717069686766656463626160595857565554535251504948474645444342414039383736353433323130292827

7 kbp
introns not to scale

GSDMD

D
N

A
H

17

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

GSDMD DNAH17
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reading frame unclear

Gasdermin pore forming domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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reading frame unclear

Gasdermin pore forming domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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GSDMD DNAH17

RETAINED PROTEIN DOMAINS
reading frame unclear

Gasdermin pore forming domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

SUPPORTING READ COUNT

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

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

AAA+ lid domain

P−loop containing dynein motor region

Dynein heavy chain AAA lid domain

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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Actin

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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DIP2C ADARB2

RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

Adenosine−deaminase (editase) domain

Double−stranded RNA binding motif

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

DMAP1−binding Domain

Adenosine−deaminase (editase) domain

Double−stranded RNA binding motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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NFATC2 RPN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Oligosaccharyltransferase subunit Ribophorin II

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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CTSZ ZNF831

RETAINED PROTEIN DOMAINS
reading frame unclear

Papain family cysteine protease

SUPPORTING READ COUNT

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

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

CTSZ
ENST00000681011.1

ZNF831
ENST00000371030.3

breakpoint1
chr20:58996639

breakpoint2
chr20:59206905

0

27885

C
ov

er
ag

e

6 5 4 3 2 1 1 2 3 4 5

54321 3 4 5

4 kbp
introns not to scale

CTSZ

ZNF831

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

CTSZ ZNF831

RETAINED PROTEIN DOMAINS
reading frame unclear

Papain family cysteine protease

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Papain family cysteine protease

SUPPORTING READ COUNT

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

Oligosaccharyl transferase STT3 subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 8
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


