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Discordant mates = 23



chromosome 6

q25.1

chromosome 8

q22.3

ESR1
ENST00000338799.9

UBR5−AS1
ENST00000499653.1

breakpoint1
chr6:151944507

breakpoint2
chr8:102243990

0

70699

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2

1 2 3 4 5 1 2

1 kbp
introns not to scale

ESR1

UBR5−AS1 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

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 23
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SUPPORTING READ COUNT

Split reads = 779
Discordant mates = 7
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Split reads = 133
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SUPPORTING READ COUNT

Split reads = 530
Discordant mates = 9
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Split reads = 134
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
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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q23.1
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ATP10A ANKS1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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ATP10A ANKS1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Phospholipid−translocating ATPase N−terminal

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MFSD6 TLK1

RETAINED PROTEIN DOMAINS
reading frame unclear

MFS_1 like family

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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KLRC4
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KLRK1
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breakpoint1
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breakpoint2
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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NFE2L2 PDE11A

RETAINED PROTEIN DOMAINS
reading frame unclear

3'5'−cyclic nucleotide phosphodiesterase

GAF domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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MIGA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitoguardin

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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GNA13
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breakpoint1
chr17:65056311

breakpoint2
chr17:67891844

0

21360

C
ov

er
ag

e

4 3 2 1 1 2 3 4 5 6 7 8 9 10 11 12 13 1415 1617 18 1920 21 22 23 24 25 26 27 28 29 30

1 7 8 9 10 11 12 13 1415 1617 18 1920 21 22 23 24 25 26 27 28 29 30

5 kbp
introns not to scale

G
N

A
13

B
P

TF

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

GNA13 BPTF

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

Bromodomain

PHD−finger

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 2



chromosome 17

q24.1
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GNA13 BPTF

RETAINED PROTEIN DOMAINS
reading frame unclear

G−protein alpha subunit

Bromodomain

PHD−finger

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GLDN

RETAINED PROTEIN DOMAINS
reading frame unclear

Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RHPN2 RGS9

RETAINED PROTEIN DOMAINS
reading frame unclear

Hr1 repeat

Regulator of G protein signaling domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CCDC117
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DDT CCDC117

RETAINED PROTEIN DOMAINS
reading frame unclear

Macrophage migration inhibitory factor (MIF)

Coiled−coil domain−containing protein 117

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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DDTL CCDC117

RETAINED PROTEIN DOMAINS
reading frame unclear

Macrophage migration inhibitory factor (MIF)

Coiled−coil domain−containing protein 117

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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AC007130.1
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TAX1BP1

RETAINED PROTEIN DOMAINS
reading frame unclear

SKICH domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1



chromosome 7

p14.1

chromosome 3

p25.3

GLI3
ENST00000677605.1

AC034187.1
ENST00000437047.1

breakpoint1
chr7:42148226

breakpoint2
chr3:8573874

0

14085

C
ov

er
ag

e

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

321 2

2 kbp
introns not to scale

GLI3

AC
034187.1

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 = 12
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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TBK1 SRGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH3 domain

RhoGAP domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 3
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breakpoint1
chr2:177264532

breakpoint2
chr2:178104476

0

12114

C
ov

er
ag

e

5 4 3 2 1 3 2 1

1 321

800 bp
introns not to scale

NFE2L2

CYCTP
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 = 9
Discordant mates = 0
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GREB1
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breakpoint1
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GREB1 E2F6

RETAINED PROTEIN DOMAINS
reading frame unclear

GREB1 N−terminal region

E2F transcription factor CC−MB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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breakpoint1
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LMBR1 ESYT2

RETAINED PROTEIN DOMAINS
reading frame unclear

LMBR1−like membrane protein

C2 domain

Synaptotagmin−like mitochondrial−lipid−binding domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


