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SUPPORTING READ COUNT

Split reads = 574
Discordant mates = 21
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Discordant mates = 0
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Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 319
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 164
Discordant mates = 0
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Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 2
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 153
Discordant mates = 4
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Split reads = 118
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 2
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Split reads = 30
Discordant mates = 0
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 13
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 = 4
Discordant mates = 0
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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 = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

cwf18 pre−mRNA splicing factor 

SRI (Set2 Rpb1 interacting) domain

WW domain

SUPPORTING READ COUNT

Split reads = 141
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SRI (Set2 Rpb1 interacting) domain

WW domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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CORO7 POLR3K

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1899)

WD domain, G−beta repeat

Transcription factor S−II (TFIIS)

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 3



chromosome 16

p13.3

chromosome 16

p13.3

CORO7
ENST00000251166.9

POLR3K
ENST00000293860.6

breakpoint1
chr16:4387966

breakpoint2
chr16:47557

0

4328

C
ov

er
ag

e

28 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 3 2 1

987654321 3

2 kbp
introns not to scale

P
O

LR
3K

C
O

R
O

7

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

CORO7 POLR3K

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1899)

WD domain, G−beta repeat

Transcription factor S−II (TFIIS)

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 130
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

G−patch domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

G−patch domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Interferon−induced 6−16 family 

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Striatin family

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1



chromosome 2

p22.2

chromosome 2

p22.2

HEATR5B
ENST00000233099.6

STRN
ENST00000379213.3

breakpoint1
chr2:36988646

breakpoint2
chr2:36925208

0

20401

C
ov

er
ag

e

36 35 34 33 32 31 30 29 28 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 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

3534333231302928272625242322212019181716151413121110987654321 1817161514131211109876543

4 kbp
introns not to scale

STRNHEATR5B

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

HEATR5B STRN

RETAINED PROTEIN DOMAINS
reading frame unclear

WD domain, G−beta repeat

Striatin family

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RFX DNA−binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0


