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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome 5

q31.1

chromosome 5

q14.1

MIR3936HG
ENST00000621103.4

SERINC5
ENST00000507668.7

breakpoint1
chr5:132332189

breakpoint2
chr5:80203053

0

14276

C
ov

er
ag

e

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

7654321 12111098765432

2 kbp
introns not to scale

S
E

R
IN

C
5

M
IR

39
36

H
G

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

SERINC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Serine incorporator (Serinc)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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AL135905.2 PHF3

RETAINED PROTEIN DOMAINS
reading frame unclear

SPOC domain

Transcription factor S−II (TFIIS), central domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 6

q12

chromosome 6

q12

AL135905.2
ENST00000370651.7

PHF3
ENST00000393387.5

breakpoint1
chr6:63579331

breakpoint2
chr6:63646527

0

4008

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

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

3 kbp
introns not to scale

AL
13

59
05

.2

PHF3

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

AL135905.2 PHF3

RETAINED PROTEIN DOMAINS
reading frame unclear

SPOC domain

Transcription factor S−II (TFIIS), central domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PTP4A1 PHF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain

SPOC domain

Transcription factor S−II (TFIIS), central domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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reading frame unclear

Dual specificity phosphatase, catalytic domain

SPOC domain

Transcription factor S−II (TFIIS), central domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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NOD2

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich repeat

NLRC4 helical domain HD2

NOD2 winged helix domain

NACHT domain

Caspase recruitment domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RNF168 UBXN7

RETAINED PROTEIN DOMAINS
reading frame unclear

Prokaryotic RING finger family 4

UBX domain

Thioredoxin−like

UBA−like domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0



chromosome 5

q33.1

chromosome 5

q33.1

TNIP1
ENST00000522226.5

ZNF300P1
ENST00000520773.5

breakpoint1
chr5:151032287

breakpoint2
chr5:150945059

0

7124

C
ov

er
ag

e

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

1716151413121110987654321 4321

2 kbp
introns not to scale

ZN
F3

00
P

1

TN
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

TNIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine zipper of domain CC2 of NEMO, NF−kappa−B essential modulator

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

Protein of unknown function (DUF3528)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TCEA1 PDP1

RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIS helical bundle−like domain

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 2
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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CFAP44 SPICE1

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Centriole duplication and mitotic chromosome congression

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CFAP44 SPICE1

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Centriole duplication and mitotic chromosome congression

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MAGT1 ATRX

RETAINED PROTEIN DOMAINS
reading frame unclear

OST3 / OST6 family, transporter family

Helicase conserved C−terminal domain

SNF2−related domain

Cysteine Rich ADD domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


