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ITFG1 NETO2

RETAINED PROTEIN DOMAINS
reading frame unclear

FG−GAP−like repeat

Low−density lipoprotein receptor domain class A

CUB domain

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 19
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RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase ribonucleoprotein complex − RNA binding domain

Reverse transcriptase (RNA−dependent DNA polymerase)

Sodium:neurotransmitter symporter family

SUPPORTING READ COUNT

Split reads = 224
Discordant mates = 10
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TERT SLC6A3

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase ribonucleoprotein complex − RNA binding domain

Reverse transcriptase (RNA−dependent DNA polymerase)

Sodium:neurotransmitter symporter family

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 196
Discordant mates = 0



chromosome 20

q13.32

chromosome 20

q13.32

STX16
ENST00000371141.8

NPEPL1
ENST00000525967.5

breakpoint1
chr20:58673711

breakpoint2
chr20:58691724

0

13827

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 12 13

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

2 kbp
introns not to scale

STX16

NPEPL1

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

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 = 185
Discordant mates = 8
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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 = 4
Discordant mates = 0
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AGAP4 FRMPD2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 2
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AGAP4 FRMPD2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 2
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MICU2 LATS2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase C terminal domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 83
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SLFN11 SLFN12

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

Schlafen group 3, DNA/RNA helicase domain

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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UBE2W EYA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 6
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UBE2W

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 10
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 72
Discordant mates = 1
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BIN1 SAP130

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain

Histone deacetylase complex subunit SAP130 C−terminus

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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BIN1 SAP130

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain

Histone deacetylase complex subunit SAP130 C−terminus

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0



chromosome 7

q11.23

chromosome 7

q11.23

PMS2P6
ENST00000333674.5

CCDC146
ENST00000285871.5

breakpoint1
chr7:73100706

breakpoint2
chr7:77236947

0

2214

C
ov

er
ag

e

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

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

2 kbp
introns not to scale

PMS2P6
CCDC146

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 = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BRD2 SYNGAP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Bromodomain

Bromodomain extra−terminal − transcription regulation

Domain of unknown function (DUF3498)

GTPase−activator protein for Ras−like GTPase

C2 domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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CACNA1B

RETAINED PROTEIN DOMAINS
reading frame unclear

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

SUPPORTING READ COUNT

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

TLD

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal RNA adenine dimethylase

Consortin C−terminus

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


