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SUPPORTING READ COUNT

Split reads = 703
Discordant mates = 15
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SUPPORTING READ COUNT

Split reads = 372
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 275
Discordant mates = 0
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Cation channel sperm−associated protein subunit delta

SUPPORTING READ COUNT

Split reads = 240
Discordant mates = 9
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SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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SEA domain

SUPPORTING READ COUNT

Split reads = 235
Discordant mates = 8
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Split reads = 3
Discordant mates = 1
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Yippee zinc−binding/DNA−binding /Mis18, centromere assembly

SUPPORTING READ COUNT

Split reads = 214
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 1
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M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 162
Discordant mates = 2
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Discordant mates = 0
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M domain of GW182

UBA/TS−N domain

Argonaute hook

SUPPORTING READ COUNT

Split reads = 152
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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N2,N2−dimethylguanosine tRNA methyltransferase

Tumour necrosis factor receptor superfamily member 19

SUPPORTING READ COUNT

Split reads = 139
Discordant mates = 2



chromosome 19

p13.13

chromosome 11

q13.4

TRMT1
ENST00000357720.9

RELT
ENST00000393580.2

breakpoint1
chr19:13112896

breakpoint2
chr11:73389112

0

5426

C
ov

er
ag

e

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

654321 2 3 4 5 6 7 8 9 10 11

2 kbp
introns not to scale

RELT

TR
M

T1

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

TRMT1 RELT

RETAINED PROTEIN DOMAINS
reading frame unclear
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SUPPORTING READ COUNT
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No protein domains retained in fusion.
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Split reads = 117
Discordant mates = 0



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39600845

breakpoint2
chr15:39071608

0

21415

C
ov

er
ag

e

4 3 2 1 4 3 2 1

21 432

500 bp
introns not to scaleA

C
013652.1 F

S
IP

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

No protein domains retained in fusion.
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Split reads = 113
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1



chromosome 17

q25.3

chromosome 17

q25.3

RNF213
ENST00000508628.6

TIMP2
ENST00000262768.11

breakpoint1
chr17:80348286

breakpoint2
chr17:78857646

0

67912

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 101112131415161718192021 22 23242526 27 2829 30 3132333435363738394041424344454647484950515253545556575859606162636465666768 69 5 4 3 2 1

1 2 3 4 5 6 7 8 9 101112131415161718192021 22 23242526 27 2829 30 54

7 kbp
introns not to scale

TI
M

P
2

R
N

F2
13

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

RNF213 TIMP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase
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Split reads = 1
Discordant mates = 0
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DPF1−3, N−terminal

Papain family cysteine protease

Cathepsin propeptide inhibitor domain (I29)

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 4
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Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.
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Voltage gated calcium channel subunit beta domain 4Aa N terminal
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SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Vault protein inter−alpha−trypsin domain

von Willebrand factor type A domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 5
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue inhibitor of metalloproteinase

SUPPORTING READ COUNT

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

Glycerophosphoryl diester phosphodiesterase family

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Unconventional myosin tail, actin− and lipid−binding

IQ calmodulin−binding motif

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF−hand

Zinc finger, ZZ type

EF−hand

EF hand

WW domain

Spectrin repeat

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV

Protein kinase domain

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Receptor L domain
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Growth factor receptor domain IV

Protein kinase domain

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region
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Split reads = 12
Discordant mates = 1
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Growth factor receptor domain IV

Protein kinase domain

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

Receptor family ligand binding region
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Split reads = 12
Discordant mates = 1
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N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site
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Split reads = 3
Discordant mates = 0
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Growth factor receptor domain IV

Protein kinase domain

N−methyl D−aspartate receptor 2B3 C−terminus

Ligand−gated ion channel

Ligated ion channel L−glutamate− and glycine−binding site

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Split reads = 1
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reading frame unclear

DHHC palmitoyltransferase

Multi−glycosylated core protein 24 (MGC−24), sialomucin

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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Putative peptidoglycan binding domain

Matrixin

Hemopexin
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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