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E1−E2 ATPase

SUPPORTING READ COUNT

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

Major intrinsic protein

SUPPORTING READ COUNT

Split reads = 194
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major intrinsic protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CSE1L BCAS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Cse1

CAS/CSE protein, C−terminus

SUPPORTING READ COUNT

Split reads = 163
Discordant mates = 6
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CSE1L BCAS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Cse1

CAS/CSE protein, C−terminus

SUPPORTING READ COUNT

Split reads = 91
Discordant mates = 11
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CSE1L BCAS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Cse1

CAS/CSE protein, C−terminus

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 7
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SFSWAP STAB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Alternative splicing regulator  

Fasciclin domain

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 2
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 4
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 3



chromosome 15

q14

chromosome 15

q14

FSIP1
ENST00000642527.1

AC013652.1
ENST00000560484.1

breakpoint1
chr15:39600849

breakpoint2
chr15:39071608

0

20574

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.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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SH2B3

RETAINED PROTEIN DOMAINS
reading frame unclear

Phenylalanine zipper

PH domain

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 1
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PCDHA11 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 1
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PCDHA11 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 1



chromosome 11

q13.4

chromosome 11

q14.1

GDPD5
ENST00000529721.5

AP002812.2
ENST00000525594.1

breakpoint1
chr11:75456757

breakpoint2
chr11:77830127

0

7113

C
ov

er
ag

e

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

7654321 2

1 kbp
introns not to scale

GDPD5

AP002812.2

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

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 1
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 1
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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LDLRAD4 ZFHX3

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

Homeodomain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0



chromosome 18

p11.21

chromosome 16

q22.3

LDLRAD4
ENST00000679091.1

ZFHX3
ENST00000641206.2

breakpoint1
chr18:13438384

breakpoint2
chr16:73456258

0

13980

C
ov

er
ag

e

1 2 3 4 5 6 7 18 17 1615141312 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 1817161514131211109876543

5 kbp
introns not to scale

Z
F

H
X

3

LD
LR

A
D

4

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

LDLRAD4 ZFHX3

RETAINED PROTEIN DOMAINS
reading frame unclear

Low−density lipoprotein receptor domain class A

Homeodomain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF 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 = 51
Discordant mates = 1
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NTN4 GRIN2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

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

Receptor family ligand binding region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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NTN4 GRIN2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF 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 = 2
Discordant mates = 1
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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 = 47
Discordant mates = 1
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OR9Q1

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactory receptor

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 1

p22.3

chromosome 1

p22.3

AC092807.3
ENST00000467666.2

DDAH1
ENST00000284031.13

breakpoint1
chr1:85575832

breakpoint2
chr1:85358847

0

2978

C
ov

er
ag

e

4 3 2 1 6 5 4 3 2 1

21 65432

1 kbp
introns not to scale

DDAH1
AC092807.3

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

DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GDPD5 RSF1

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

WSTF, HB1, Itc1p, MBD9 motif 1

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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RSF1

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

WSTF, HB1, Itc1p, MBD9 motif 1

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0



chromosome 6

q25.1

chromosome 6

q25.1

ESR1
ENST00000338799.9

CCDC170
ENST00000239374.8

breakpoint1
chr6:151842787

breakpoint2
chr6:151538045

0

205985

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

CCDC17
0ESR1

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

ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ITPR2 CFAP94

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

Cancer susceptibility candidate 1 N−terminus

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ITPR2 CFAP94

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ITPR2 CFAP94

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

Cancer susceptibility candidate 1 N−terminus

SUPPORTING READ COUNT

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

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

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

Inositol 1,4,5−trisphosphate/ryanodine receptor

Cancer susceptibility candidate 1 N−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TSFM OS9

RETAINED PROTEIN DOMAINS
reading frame unclear

Glucosidase II beta subunit−like protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ATP−utilising chromatin assembly and remodelling N−terminal

WSTF, HB1, Itc1p, MBD9 motif 1

Williams−Beuren syndrome DDT (WSD), D−TOX E motif

PHD−finger

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amidohydrolase family

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amidohydrolase family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0


