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FASN DUS1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Beta−ketoacyl synthase, N−terminal domain

Beta−ketoacyl synthase, C−terminal domain

Ketoacyl−synthetase C−terminal extension

Acyl transferase domain

Polyketide synthase dehydratase

Methyltransferase domain

Zinc−binding dehydrogenase

KR domain

Phosphopantetheine attachment site

Thioesterase domain

Dihydrouridine synthase (Dus)

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1



chromosome 17

p13.3

chromosome 17

p13.3

SMG6
ENST00000263073.11

TSR1
ENST00000301364.10

breakpoint1
chr17:2236492

breakpoint2
chr17:2332359

0

1744

C
ov

er
ag

e

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

10987654321 15141312111098

3 kbp
introns not to scale

S
M

G
6

TS
R

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

SMG6 TSR1

RETAINED PROTEIN DOMAINS
reading frame unclear

Telomerase activating protein Est1

Est1 DNA/RNA binding domain

40S ribosome biogenesis protein Tsr1 and BMS1 C−terminal

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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PCDHA6 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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PCDHA6 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 1
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MYO5B ACAA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

Thiolase, C−terminal domain

Thiolase, N−terminal domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 2
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NME2 SPAG9

RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoside diphosphate kinase

WD40 repeated domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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BAIAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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MRNIP RUFY1

RETAINED PROTEIN DOMAINS
reading frame unclear

MRN−interacting protein

FYVE zinc finger

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0


