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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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Protein kinase domain

Protein kinase C terminal domain

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

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 4
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Discordant mates = 2



chromosome 17

q23.1

chromosome 5

q32

RPS6KB1
ENST00000443572.6

PPARGC1B
ENST00000461780.1

breakpoint1
chr17:59940943

breakpoint2
chr5:149817613

0

5674

C
ov

er
ag

e

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

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

1 kbp
introns not to scale

P
PA

R
G

C
1B

R
P

S
6K

B
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

RPS6KB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Protein kinase C terminal domain

SUPPORTING READ COUNT
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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 = 62
Discordant mates = 4
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OST3 / OST6 family, transporter family

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0



chromosome X

q21.1

chromosome X

q21.1

ATRX
ENST00000622960.1

MAGT1
ENST00000610432.4

breakpoint1
chrX:77785845

breakpoint2
chrX:77875597

0

12124

C
ov

er
ag

e

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

1 1098765432

1 kbp
introns not to scale

ATRX

MAGT1

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

MAGT1

RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 17

q12

chromosome 4

q26

TLK2P1
ENST00000530992.1

AC110079.1
ENST00000567913.2

breakpoint1
chr17:34039043

breakpoint2
chr4:118595912

0

1149

C
ov

er
ag

e

1 1 2 3 4 5 6 7 8 9 10

1 2 3 4 5 6 7 8 9 10

2 kbp
introns not to scale

A
C

11
00

79
.1

TL
K

2P
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

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0



chromosome 3

q22.1

chromosome 3

q22.1

NPHP3
ENST00000337331.10

ACAD11
ENST00000264990.11

breakpoint1
chr3:132681914

breakpoint2
chr3:132644896

0

2669

C
ov

er
ag

e

27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

272625242322212019181716151413121110987654321 201918171615141312111098765432

4 kbp
introns not to scale

A
C

A
D

11

N
P

H
P

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

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 = 39
Discordant mates = 0



chromosome 1

q22

chromosome 1

q22

ASH1L
ENST00000368346.7

CCT3
ENST00000295688.8

breakpoint1
chr1:155395459

breakpoint2
chr1:156335888

0

22173

C
ov

er
ag

e

28 27 2625 24 23 2221 20 191817 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 14 13 12 11 10 9 8 7 6 5 4 3 2 1

7654321 141312111098765432

4 kbp
introns not to scale

ASH1LCCT3

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

ASH1L CCT3

RETAINED PROTEIN DOMAINS
reading frame unclear

TCP−1/cpn60 chaperonin family

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 3
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ASH1L CCT3

RETAINED PROTEIN DOMAINS
reading frame unclear

TCP−1/cpn60 chaperonin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 3
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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 = 30
Discordant mates = 0
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Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 17

q12

chromosome 17

q12

AC015911.9
ENST00000650652.2

SLFN12L
ENST00000628453.3

breakpoint1
chr17:35522279

breakpoint2
chr17:35475485

0

520

C
ov

er
ag

e

1 4 3 2 1

1 4

600 bp
introns not to scale

S
LF

N
12

L
A

C
01

59
11

.9

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 = 1
Discordant mates = 0
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EPHB2 HGH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

Domain of unknown function (DUF384)

Domain of unknown function (DUF383)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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EPHB2 HGH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

Domain of unknown function (DUF384)

Domain of unknown function (DUF383)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CEP85 CNKSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

Connector enhancer of kinase suppressor of ras

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Argonaute linker 2 domain 

Mid domain of argonaute

Piwi domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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AGO2 TRAPPC9

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of argonaute

Argonaute linker 1 domain

PAZ domain

Argonaute linker 2 domain 

Mid domain of argonaute

Piwi domain

Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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HDAC1 GRIK5

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−gated ion channel

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RIC8B AGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (3 copies)

Putative GTPase activating protein for Arf

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

Heme NO binding associated

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

Heme NO binding associated

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

Heme NO binding associated

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MELK NPR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Adenylate and Guanylate cyclase catalytic domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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EPHB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

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

Ephrin receptor ligand binding domain

HEAT repeat

SUPPORTING READ COUNT

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

Dynamin family

Dynamin central region

PH domain

Uncharacterised protein family (UPF0184)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1


