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SUPPORTING READ COUNT

Split reads = 29
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Discordant mates = 1



chromosome 19

q13.2

chromosome 19

q13.2

AC006486.2
ENST00000624246.1

GSK3A
ENST00000453535.1

breakpoint1
chr19:42243395

breakpoint2
chr19:42236941

0

3190

C
ov

er
ag

e

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

1 1211109876543

1 kbp
introns not to scale

G
SK

3A
AC00

64
86

.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

GSK3A

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 9

p22.1

chromosome 9

p22.1

RRAGA
ENST00000380527.3

SAXO1
ENST00000380534.9

breakpoint1
chr9:19049686

breakpoint2
chr9:18950937

0

1274

C
ov

er
ag

e

1 4 3 2 1

1 432

900 bp
introns not to scale

SAXO1
RRAGA

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

RRAGA SAXO1

RETAINED PROTEIN DOMAINS
reading frame unclear

Gtr1/RagA G protein conserved region

SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Thioredoxin
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Split reads = 13
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RETAINED PROTEIN DOMAINS
reading frame unclear

Choline/ethanolamine kinase

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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NEU1 SLC44A4

RETAINED PROTEIN DOMAINS
reading frame unclear

BNR repeat−like domain

Plasma−membrane choline transporter

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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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 = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin
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Split reads = 11
Discordant mates = 2



chromosome X

p22.2

chromosome X

p22.2

AC073529.1
ENST00000608916.1

ARHGAP6
ENST00000303025.10

breakpoint1
chrX:11106901

breakpoint2
chrX:11254707

0

1964

C
ov

er
ag

e

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

21 1312111098765432

1 kbp
introns not to scale

AC073529.1

ARHGAP6

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

ARHGAP6

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain
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Split reads = 11
Discordant mates = 0
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RhoGAP domain
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Split reads = 4
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RETAINED PROTEIN DOMAINS
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RhoGAP domain
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Split reads = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
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PIK3CB CEP70

RETAINED PROTEIN DOMAINS
reading frame unclear

PI3−kinase family, p85−binding domain

PI3−kinase family, ras−binding domain

Phosphoinositide 3−kinase C2

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphatidylinositol 3− and 4−kinase

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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reading frame unclear

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 = 8
Discordant mates = 0
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RFC3 ATP8A2

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA polymerase III, delta subunit

Phospholipid−translocating P−type ATPase C−terminal

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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TBC1D22A ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0



chromosome 22

q13.31

chromosome 22

q13.31

TBC1D22A
ENST00000337137.9

ATXN10
ENST00000252934.10

breakpoint1
chr22:47037198

breakpoint2
chr22:45842991

0

10969

C
ov

er
ag

e

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

1 2 3 4 5 6 7 8 9 10 1111 12

2 kbp
introns not to scale

ATXN10

TBC1D22A

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

TBC1D22A ATXN10

RETAINED PROTEIN DOMAINS
reading frame unclear

Rab−GTPase−TBC domain

Spinocerebellar ataxia type 10 protein domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Rab−GTPase−TBC domain
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EIF4G1 PSMD2

RETAINED PROTEIN DOMAINS
reading frame unclear

26S proteasome non−ATPase regulatory subunit RPN1 C−terminal

Proteasome/cyclosome repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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MRPS6 SLC37A1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

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

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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reading frame unclear

Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Ribosomal protein S6

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 1
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reading frame unclear

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 7
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TNS4 CCR7

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

7 transmembrane receptor (rhodopsin family)

SUPPORTING READ COUNT
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TDRD3 DMTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

RecQ mediated genome instability protein

UBA/TS−N domain

Tudor domain

Myb−like DNA−binding domain

SUPPORTING READ COUNT

Split reads = 6
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase N−terminal domain 

SUPPORTING READ COUNT

Split reads = 6
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reading frame unclear

Zn−finger in ubiquitin−hydrolases and other protein

Ubiquitin carboxyl−terminal hydrolase

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase N−terminal domain 

SUPPORTING READ COUNT

Split reads = 2
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TMEM170A TMEM231

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative transmembrane protein 170

Transmembrane protein 231

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Putative transmembrane protein 170

Transmembrane protein 231
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RETAINED PROTEIN DOMAINS
reading frame unclear

Major Facilitator Superfamily

ABC1 atypical kinase−like domain
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PSPC1 ZMYM5

RETAINED PROTEIN DOMAINS
reading frame unclear

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

NOPS (NUC059) domain

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

MYM−type Zinc finger with FCS sequence motif
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

NOPS (NUC059) domain

MYM−type Zinc finger with FCS sequence motif
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

NOPS (NUC059) domain

MYM−type Zinc finger with FCS sequence motif
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Split reads = 2
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
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MYM−type Zinc finger with FCS sequence motif
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat
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reading frame unclear

KRAB box

WD domain, G−beta repeat
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reading frame unclear

Scavenger mRNA decapping enzyme C−term binding

TLD
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 10

q11.22

chromosome 13

q14.3

ANXA8L1
ENST00000584982.7

AL450423.2
ENST00000653840.1

breakpoint1
chr10:46375872

breakpoint2
chr13:53325150

0

13955

C
ov

er
ag

e

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

1 2

1 kbp
introns not to scale

ANXA8L1

A
L450423.2

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 = 2
Discordant mates = 0



chromosome 13

q22.1

chromosome 3

q25.32

LINC00381
ENST00000649990.1

GFM1
ENST00000264263.9

breakpoint1
chr13:74426418

breakpoint2
chr3:158645629

0

1695

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

LIN
C

00381

G
F

M
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

GFM1

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor G C−terminus

Elongation factor G, domain IV

Elongation Factor G, domain III

Elongation factor Tu domain 2

Elongation factor Tu GTP binding domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

SNARE associated Golgi protein
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SNARE associated Golgi protein
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DRF Autoregulatory Domain

Formin Homology 2 Domain

Diaphanous FH3 Domain

Diaphanous GTPase−binding Domain
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